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BLAST Basic Local Alignment Search Tool 



• Your search is limited to records matching entrez query: Homo sapiens [ORGN]. 
Edit and Resubmit Save Search Strategies Formatting options Download 

Protein Sequence (430 letters) 

Results for: |lcl|24806 None(430aa) _£J 

Your BLAST job specified more than one input sequence This box lets you choose which input sequence to show BLAST results for. 

Query ID 

lcl|24806 
Description 

Molecule type 

amino acid 
Query Length 

430 



Database Name 
Description 

All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from WGS projects 
Program 

BLASTP 2.2.19+ Citation 



Reference 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), "Gapped BLAST 
and PSI-BLAST: a new generation of protein database search programs", Nucleic Acids Res. 25:3389-3402. 
Reference - compositional score matrix adjustment 

Stephen F. Altschul, John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis, Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein 
database searches using compositionally adjusted substitution matrices", FEBS J. 272:5101-5109. 
Other reports: Search Summary [Taxonomy reports] [Distance tree of results] 



Search Parameters 



Hitlistsize 100 
Gapcosts 11,1 
Matrix BLOSUM62 
Threshold 11 
Composition-based stats 2 
Filter string F 



Database 

Posted date Feb 12, 2009 6:03 PM 

Number of sequences 7,873,1 20 

Entrez query Homo sapiens [ORGN) 



Karlin-Altschul statistics 



Results Statistics 

Length adjustment 1 1 5 

Effective length of query 315 
Effective length of database 54918291 

Effective search space used 17299261665 

Graphic Summary 

Show Conserved Domains 

Putative conserved domains have been detected, click on the image below for detailed results. 

supcrf lilies " ( " 7tm_l superfamily ) ' "~ 



Distribution of 104 Blast Hits on the Query Sequence 



[ZL 




Descriptions 



Sequences producing 



c alignro 



ref |NP_071429.1| neuropeptide FF receptor 1 [Homo sapiens] >s . . 
dbj |BAC05950.1| seven transmembrane helix receptor [Homo sapi.. 
gb|AAK94199.1 |AF330055_1 neuropeptide NPVF receptor [Homo sap., 
emb | CAI12599 . 1 | neuropeptide FF receptor 1 [Homo sapiens] 
gb | EAW54 3 87 . 1 | neuropeptide FF receptor 1 [Homo sapiens] 
ref |NP_444264 . 1 | neuropeptide FF receptor 2 isoform 2 [Homo s.. 
ref | NP_00 1138228 . 1 | neuropeptide FF receptor 2 isoform 3 [Horn.. 
gb|AAK58513.1 |AF236083_1 G-protein-coupled receptor 74 [Homo., 
gb | AAD22047 . 1 | G-protein-coupled receptor [Homo sapiens) 
ref |NP_004876.2| neuropeptide FF receptor 2 isoform 1 [Homo s.. 
gb|EAX05647.1| neuropeptide FF receptor 2, isoform CRA_a [Horn., 
ref |NP_001517.2| orexin receptor 2 [Homo sapiens] >sp |043614 . . . 
gb | AAC39602 . 1 | orexin receptor-2; 0X2R; G protein-coupled rec . . 
gb|AAC39601.1| orexin receptor-1; 0X1R; G protein-coupled rec. 



dbj|B; 



gb|A 



ned pre 



>tor 1 [Homo 



is] : 



[Home 



[Ho 



o sapiens] : 
[Homo sapier 



ref |NP_937822 .2 | G protein-coupled receptor 
dbj | BAC98938 . 1 [ QRFP receptor [Homo sapiens] 
gb | AAD00248 . 1 | neuropeptide Y receptor type 2 [Homo sapiens] 
gb | AAB07760 . 1 [ neuropeptide y/peptide YY receptor type 2 
gb|AAAS9920.1 | neuropeptide y receptor 

ref |NP_000900.1| neuropeptide Y receptor Yl [Homo sapiens] >s . 
gb|AAF43705.1 |AF236081_1 orphan G-protein coupled receptor GP. 
sp|Q9NYM4.2|GPR83_HUMAN RecName : Full=Probable G-protein coup . 
ref |NP_057624 .2 | G protein-coupled receptor 83 [Homo sapiens]., 
dbj |BAA96064.1| KIAA1540 protein [Homo sapiens] 
gb|AAH67474.l| G protein-coupled receptor 83 [Homo sapiens] 
gb|AAI28134.1| GPR103 protein [Homo sapiens] 

ref |NP_003848.1| galanin receptor 2 [Homo sapiens] >sp|O43603.. 
gb|AAB05897.1| neurokinin-2 receptor 

gb|AAH99637.l] Pancreatic polypeptide receptor 1 [Homo sapiens] 
ref |NP_000721.1| cholecystokinin A receptor [Homo sapiens] >s . . 
sp[P21452.2|NK2R_HUMAN RecName: Full=Substance-K receptor; Sh. . 
gb|AAC31760.l[ neurokinin A receptor [Homo sapiens] >gb | AAA60 . . 
ref |NP_005963 .3 | pancreatic polypeptide receptor 1 (Homo sapi.. 
ref |NP_001048.2| tachykinin receptor 2 (Homo sapiens] >dbj |BA. . 
gb | AAB07759 . 1 | pancreatic polypeptide receptor >gb\M 



gb|E 



ichykir 



1| 



:, isoform CRA I 
[Homo sapiens] 



[Horn 



:eptor [human, Pep.. 



1|AF411117_1 G protein-coupled receptor [Homo sap., 
dbj |BAD92474.1| neuropeptide Y receptor Yl variant (Homo sapi.. 
gb|AA122552.1| Tachykinin receptor 3 [Homo sapiens] 
gb|AAB21706.1| neurokinin-3 receptor; NK-3 receptor [Homo sap.. 
emb|CAA46291.1| neuromedin K receptor [Homo sapiens] 
ref |NP_001050.1| tachykinin receptor 3 [Homo sapiens] >sp|P29.. 
gb|AAH95527.1| TACR3 protein [Homo sapiens] 

sp|Q1358S.l|MTRlL_HUMAN RecName: Full=Melatonin-related recep. . 
ref |NP_004215.2 | G protein-coupled receptor 50 [Homo sapiens] 

sapiens] >gb | AA105684 . 1 | G. . 



led i 



gb|EAW99402.1 



:oup: 

:oupled rec 



) [Horn 



r 50 [Homo sapiens] 
ike receptor 3 [Homo sapiens] >sp | . . . 

ref |NP_001471 .2 | galanin receptor 1 [Homo sapiens] 
sp | P47211 . 1 | GALR1_HUMAN RecName: Full=Galanin receptor type 1... 
emb | CAA41734 . 1 | D-l dopamine receptor [Homo sapiens) 
gb|AAK83235.1|AF343725_l G-protein-coupled receptor GPR54 [Ho... 



EE 

le-34 E 
3e-34 E 
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2e-28 
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B 
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B 
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B 
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2e-27 


B 
B 


2e-27 


B 

S? 

B 


2e-27 
2e-27 


• : B 


2e-27 


B 

B 
B 



gb|EAWS13 76.l| 


dopamine receptor Dl, isoform CRA_a [Homo sapi . . . 


22 2e-27 






| dopamine receptor Dl [Homo sapiens] >sp|P217... 


22 2e-27 


La 


gb|AAB603S6.l| 


galanin receptor >gb | AAC953 97 . 1 | galanin recep . . . 


22 3e-27 




dopLine^ceptor^l reCept ° r 54 fH ° m ° sa P lens] " ■ • 




'E 


prf | | 1614340a" 




20 6e-27 


E 


dbj |BAG36078.1 


unnamed protein product [Homo sapiens] 


17 5e-26 




| somatostatin receptor 2 [Homo sapiens] >sp|P 


17 8e-26 


E 


gb|AAA20828 l[ 


somatostatin receptor 


17 8e-26 


E 


ref|NP 001044 1 


| somatostatin receptor 5 [Homo sapiens] >sp|P 


17 9e-26 


E 


ref |NP~00423s!l 


| G protein-coupled receptor 10 [Homo sapiens] ... 3 


17 9e-26 


E 


gb|AAF42810.l|? 


F184174 2 somatostatin receptor 2B [Homo sapie... 1 


16 le-25 


E 

E 


ref |NP_658986.1 


| prokineticin receptor 2 [Homo sapiens] >sp|Q... 1 


16 le-25 






16 2e-25 


E 


dbj |BAG36594.1 


P un!ameTprote7rproLct '"Homo^apiels] 


16 2e-25 


E 






15 2e-25 


E 


gb|ABQ52418.l| 


prokineticin raptor 2 H< [Ho ra o a IapiLs] 




B 
B 


ref |NP_002S02.2 


[ neuromedin B receptor [Homo sapiens] >sp|P28... 1 


15 3^-25 




neuromedin B receptor >gb | AAB27330 . 1 | neuromed . . . 1 


15 3e 25 


B 
□ 


gb|AAA36623 .1 | 


somatostatin receptor >dbj [ BAA04 106 . 1 | fourth ... 1 


15 4e-25 






15 4e 25 


B 


ref |NP_005950.1 


r°melatLirrecIptIr 1 lB r ^Hlmo°LpieL^ ^spIms 


14 6e-25 


E 


ref^p^OllMs';! 


AH09S22 Unknown (protein for IMAGE -3354783) [H 1 


14 


B 




| somatostatin receptor 4 [Homo sapiens] >sp|P ' 


13 le-24 


• B 
B 


gb|AAN87342.l| 


DRG kappa 1 splice variant KOR 1A [Homo sapiens] 1 


13 le-24 


gb|EAX10169.l| 


somatostatin receptor 4, isoform CRA_b [Homo s... 1 


13 le-24 


E 
E 


emb|CAH73066.1 


prolactin releasing hormone receptor [Homo sa . . . 1 


13 le-24 


dbj |BAF82684.1 


unnamed protein product [Homo sapiens] 1 


13 le-24 


E 


gb|AAA60565.1| 




12 2e-24 


B 
E 


dbj |BAG60542.1| 






gb|AAM21070.1 |AF498?22_1 opioid receptor kappa [Homo sapiens] .. - 1 


10 6e~24 


B 
E B 


ref [NP_000903,2 


opioid receptor, kappa 1 [Homo sapiens] >sp|... 1 






F441129_l cholecystokinin-C receptor [Homo sap... 1 


10 Tell 


B 


gb EAW68734.1 




10 le-23 


gb|EAX05261.l| 


G protein-coupled receptor 103, isoform CRA_a ... 1 




B 


ref|NP_795344.1 




10 le-23 


B 


gb|AAB30766.2| 






E 








E 


gb|EAW68735.l| 


cholecystokinin B receptor, isoform CRA_b [Horn... 1 


09 2e-23 


E 


Alignments Selects 


1 Get selected sequences Distance tree of results 







>ref |NP_071429.1| HE neuropeptide FF receptor 1 [Homo sapiens] 

sp|Q9GZQ6.1|NPFFl_HUMAN B RecName: Full=Neuropeptide FF receptor 1; AltName: Full=G-protei 
coupled receptor 147; AltName: Full=RFamide-related peptide 

dbj |BAB17677.1| B RFamide-related peptide receptor [Homo sapiens] 
gb|AAI31581.1| B Neuropeptide FF receptor 1 [Homo sapiens] 
^gb|ABY87927.1| B neuropeptide FF receptor 1 [Homo sapiens] 

GENE ID: 64106 NPFFR1 I neuropeptide FF receptor 1 [Homo sapiens] 
(10 or fewer PubMed links) 

Score = 881 bits (2276), Expect = 0.0, Method: Compositional matrix adjust. 
Identities = 430/430 (100%), Positives = 430/430 (100%), Gaps = 0/430 (0%) 

Query 1 MEGEPSQPPNSSWPLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVG 60 

MEGEPSQPPN 3 j T 3 r, L iTPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVG 
Sbjct 1 MEGEPSQPPNSSWPLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVG 6 0 

Query 61 NTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVG1FCMPTTLVDNLITGWPFDNATCKMSG 120 

NTLVCFI VLKNRHMHTVTNMFI LNLAVSDLLVGI FCt I E I LIT J FDNATCKMSG 

Sbjct 61 NTLVCFIVLKNRHMHTVTNMFI LNLAVSDLLVGI FCI IPTT NLIT "DNZ-TCKMSG 120 

Query 121 LVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTL 180 

LVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLPK I j ! LLIUCPSAVTL 
Sbjct 121 LVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTL 180 

Query 181 TVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYARIA 24 0 

TVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRP^Tr HI [ LI 'VMYARIA 

Sbjct 181 TVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYARIA 240 

Query 241 RKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSA 300 

RKLCQAPGPAPGGEEAADPRASRPPT ~ -"1 M.PFTI Hl.Pb LLLLIDYGQLSA 
Sbjct 241 RKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSA 300 



PQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRARLCPRPSGSHKEAY 
PQLHLVTVYAFPFAHWLAFFNSSANPIIYGfFNLi F 11 t - 

PQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRARLCPRPSGSHKEAY 



SERPGGLLHRRVFWVRPSDSGLPSESGPSSGAPRPGRLPLRNGRVAHHGLPREGPGCSH 420 

950.11 E seven transmembrane helix receptor [Homo sapiens] 

er 1 pubMed F links) leUrC ' PeP,:lde ?F reCOpt ° r 1 [H ° m ° sa P lensl 

380 bits (2274), Expect = 0.0, Method: Compositional matrix adjust. 
3 = 429/429 (100%), Positives = 429/429 (100%), Gaps = 0/429 (0%) 

EGEPSQPPNSSWPLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVGN 61 

3 P VAAMF I VA YALI FLLCMVGN 
EGEPSQPPNSSWPLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVGN 72 



TLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTT VDNLI1 ;WI FDNATCKMSGL 



VQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTLT 



KLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTr t L i L IC v jQLSAP 301 

KLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLL'.':L?L'„'ALLLLIE'YGQLSAP 

KLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAP 312 

QLHLVTVYAFPFAHWLAFFNSSANPI I YGYFNENFRRGFQAAFRARLCPRPSGSHKEAYS 3 61 
QLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRARLCPRPSGSHKEAYS 

QLHLVTVYAFPFAHWLAFFNSSANPI IYGYFNENFRRGFQAAFRARLCPRPSGSHKEAYS 3 72 



>gb|AAK94199.1|AF330055_l B neuropeptide NPVF receptor [Homo sapiei 
Length=43 0 

GENE ID: 64106 NPFFR1 | neuropeptide FF receptor 1 [Homo sapiens] 



MEGEPSOPPNSSWPLSQNGTNTEATPATNLTFSSYYQHTSP VAAMF I VA YALI FLLCMVG 60 
MEGEPSQPPNSSWPLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALI FLLCMVG 
MEGEPSQPPNSSWPLSQNGTNTEATPATNLTFSS YYQHTSPVAAMFIVAYALI FLLCMVG 6 0 



NTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSG 

LVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTL 
LVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIKALALLIMCPSAVTL 
LVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTL 



RKLCQAPGPAPGGEEAADPRASRRRARWHML\71' BT 1 n r WL t ^LLIDYGQLSA 
RKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTI.SWLPLWALLLLIDYGQLSA 
RKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSA 

Query 3 01 PQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRARLCPRPSGSHKEAY 
PQLHLVTVYAFPFAHWLAFFNSSANPII YGYFNENFRRGFQAAFRARLCPRPSGSHKEAY 
Sb j ct 3 01 PQLHLVTVYAFPFAHWLAFFNSSANPI I YGYFNENFRRGFQAAFRARLCPRPSGSHKEAY 

Query 361 SERPGGLLHRRVFVVVRPSpSGLPSESGPSS 



Query 421 LPLTIPAWDI 
LPLTIPAWDI 
Sbjct 421 LPLTIPAWDI 



>emb|CAI12599.1| B neuropeptide FF receptor 
Length=428 



GEPSQPPNSSWPLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVGNT 
3IFCMPTTLVDNLITGWPFDNATCKMSGLV 



QGMSVSASVFTLVAIAVEEFRCIVHPFF 



TREEHHFMVDARNRSYFL i £ r [ iZ LAPLALIWMYARIARK 



LCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTJ T L ^LSA^Q 300 



Sbjct 



LHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRARI.CPRPSGSHKEAYSE 360 
RPGGLLHRRVFVWRPSDSGLPSESGPSSGAPRPGRLPLRNGRVAHHGLPREGPGCSHLP 422 



r 1 [Homo sapier 



MFI VAYALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDI 

LITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAV 
LITGWETII 1 L 1 It ITL KALVTIAV 

LITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAV 



181 YLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWL 24 0 

285 PLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPI IYGYFNENFRRGFQAAF 344 

PLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAF 

241 PLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAF 300 

34 5 RARLCPRPSGSHKEAYSERPGGLLHRRVFVWRPSDSGLPSESGPSSGAPRPGRLPLRNG 4 04 
RARLCPRPSGSHKEAYSERPGGLLHRRVFVWRPSDSGLPSESGPSSGAPRPGRLPLRNG 



361 RVAHHGLPREGPGCSHLPLTIPAWDI 3 86 

JP_4442 64.1| EES neuropeptide FF receptor 2 isoform 2 [Homo 
B G-protein coupled receptor HLWAR77 [ 
B neuropeptide FF receptor 2 [Homo sap 
VF33 0 053_1 B neuropeptide NPFF receptor [Homo sap 
B neuropeptide FF receptor 2, isoform CRA_b [Horn 
B Neuropeptide FF receptor 2 [Homo sapiens] 
B Neuropeptide FF receptor 2 [Homo sapiens] 



gb|AAI01637 
L^th 



. [Homo 



iapiens] 



?/34£ 



ngtnteatpatnltfssyyqhtspvaamfi' 

m i t yvn y ylhqpq vaa i f 1 i s yfli fflcmt 

ttlvdnlitgwpfdnatckmsglvqgm: 
tnlfilnlaisdllvgifcmpitlldniiagwpfgntmc: i 
averfrcivhpfrekltlrkalvtiaviwalallimcpsavtltvtre] 



(76%) , Gaps = 3/348 (0%) 
FLLCMVGNTLVCFIVLKNRHMHTV 



Query 197 SYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEA 256 



Query 257 ADPR-ASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAH 315 



OUQi; 3 6 3 

WLAF NSS NPIIYG+FNENFRRGFQ AF+ + LC + + EAY+ + 
Sbjct 320 WLAFGNSSVNPIIYGFFNENFRRGFQEAFQLQLCQKRAKP-MEAYALK 366 

gb|EAX05650.1| E neuropeptide FF receptor 2, isoform CRA_d [Homo sapiens 
Length=423 

^GENE ID: 10886 NPFFR2 | neuropeptide FF receptor 2 [Homo sapiens] 

Score = 422 bits (1085), Expect = le-117. Method: Compositional matrix 
Identities = 197/348 (56%), Positives = 265/348 (76%), Gaps = 3/348 (0%) 

Query 18 NGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVGNTLVCFIVLKNRHMHTV 

Sbjct 23 NDTKHHLYSDINITYVNYYLHQPQVAAIFI ISYFLIFFLCMMGNTWCFIVMRNKHMHTV 

Query 78 TNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAI 

Sbjct 83 TNLFILNLAISDLLVGIFCMPITLLDNIIAGWPFGNTMCKISGLVQGIS\< 



AVDRFQCWYPFKPKLTIKTAFVIIMIIWVLAITIMSPSAVMLHVQEEKYYRVRLNSQNK 



TSPVYWCREDWPNQEMRKIYTTVLFANIYLAPLSLIVIMYGRIGISLFRAAVPHTGRKNQ 

ADPR-ASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAH 
SR++ + + + ML++VAL F LSWLPLW L++L DY LS +L ++ +Y +PFAH 
EQWHVVSRKKQKI I KMLLIVALLFILSWLPLWTLMMLSDYADLSPNELQI INI YIYPFAH 

> 1 1 YGYFNENFRRGFQAAFRARLCPRPSGSHKEAYSER 3 6 3 
FNENFRRGFQ AF+ +LC + + EAY+ + 
FNENFRRGFQEAFQI.QLCQKRAKP MEAYALK 369 

>gb|AAK58513.1|AF236083_l G-protein-coupled receptor 74 [Homo sapiens) 
^GENE ID: 10886 N pF £ R 2 I neuropeptide FF receptor 2 [Homo sapiens) 

Identities 2 ^ 197/348°t' 

Query 18 NGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVGNTLVCFIVLKNRHMHTV 

N T N+T+ +YY H VAA+FI + + Y LIF LCI- - 

Sbjct 23 NDTKHHLYSDINITYVNYYLHQPQVAAIFI ISYFLIFFLCMMGNTWCFIVMRNKHMHTV 

Query 78 TNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAI 
TN+FILNLA+SDLLVGIFCMP TL+DN+I GWPF N CK+SGLVQG+SV+ASVFTLVAI 
Sbjct 83 TNLFILNLAISDLLVGIFCMPITLLDNIIAGWPFGNTMCKISGLVQGISVAASVFTLVAI 



Sb j ct 14 3 AVDRFQCWYPFKPKLTI KTAFVI IMI IWVLAITIMSPSAVMLHVQEEKYYRVRLNSQNK 

Query 197 SYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEA 

* P*Y C E WP + MR+ +YTTVLF+ + 1 YLAPL-i LI V+MY RT I, + A P G + 
Sbjct 203 TSPVYWCREDWPNQEMRKIYTTVLFANIYLAPLSLIVIMYGRIGISLFRAAVPHTGRKNQ 

Query 257 ADPR-ASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAH 

Sbjct 263 EQWHVVSRKKQKI IKMLLIVALLFILSWLPLWTLMMLSDYADLSPNELQI INI YIYPFAH 



: YGFFNENFRRGFQEAFQLQLCQKRAKP -I 



NGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYAI 



TNLFILNLAISDLLVGIFCMPITLLDNII-C IPF t T T F"L AI 



"IIIWVLAITIMSPSAVMLHVQEEKYYRVRLNSQNK 

Query 197 SYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEA 

+ P+Y C E WP + MR++YTTVLF++IYLAPL+LIV+MY RI L +A P G + 
Sbjct 302 TSPVYWCREDWPNQEMRKIYTTVLFANIYLAPLSLIVIMYGRIGISLFRAAVPHTGRKNQ 

Query 257 ADPR-ASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAH 
SR++ +++ ML++VAL F LSWLPLW L++L DY LS +L ++ +Y +PFAH 
Sbjct 362 EQWHVVSRKKQKI IKMLLIVALLFILSWLPLWTLMMLSDYADLSPNELQIINIYIYPFAH 

Query 316 WLAFFNSSANPII YGYFNENFRRGFQAAFRARLCPRPSGSHKEAYS 361 

WLAF N° t L i f +LC + + EAY+ 

Sbjct 422 WLAFGNSSVNPI I YGFFNENFRRGFQEAFQLQLCQKRAKP -MEAYT 466 



>ref |NP_004876 .2 | Li] neuropeptide FF receptor 2 isoform 1 [Homo sapiens] 

sp | Q9Y5X5 . 2 | NPFF2_HUMAN B RecName : Full=Neuropeptide FF receptor 2; AltName: Full=Neuropeptide 
G-protein coupled receptor; AltName: Full=G-protein 
coupled receptor 74; AltName: Full=G-protein coupled receptor 



HLWAR7 7 

gb|EAX05S49.1| B neuropeptide FF receptor 2, isoform CRA_c [Homo sapier 



) PubMed links) 



Query 18 NGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVGNTLVCFIVLKNRHMHTV 77 

N T N+T+ +YY H VAA+FI++Y LIF LCM+GNT+VCFIV++N+HMHTV 

Sbjct 122 NDTKHHLYSDIN1TYVNYYLHQPQVAAIFIISYFLIFFLCMMGNTVVCFIVMRNKHMHTV 181 

Query 78 TNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAI 137 

TN+FILNLA+SDLLVGIFCMP TL+DN+I GWPF N CK+SGLVQG+SV+ASVFTLVAI 

Sbjct 182 TNLFILNLAISDLLVGIFCMPITLLDNIIAGWPFGNTMCKISGLVQGISVAASVFTLVAI 241 

Query 138 AVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTLTVTREEHHFM- VDARNR 196 

Sbjct 242 AVDRFQCWYPFKPKLTIKTAFVIIMIIWVLAITIMSPSAVMLHVQEEKYYRVRLNSQNK 301 

Query 197 SYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIVVMYARIARKLCQAPGPAPGGEEA 256 

Sbjct 302 TSPVYWCREDWPNQEMRKIYTTVLFANIYLAPLSLIVIMYGRIGISLFRAAVPHTGRKNQ 361 

Query 257 ADPR-ASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAH 315 



WLAFGNSSVNPIIYGFFNENFRRGFQEAFQLQLCQKRAKP-MEAYA 466 
47.1 | B neuropeptide FF receptor 2, isoform CRA_a [Homo sapien 
S NPFFR2 | neuropeptide FF receptor 2 [Homo sapiens] 



0 PubMed links) 



116 CKMSGLVQGMSVSAS VFTLVAI AVERFRC I F LLIMCP 175 

CK+SGLVQGxb -"i T \ r * + PF+ KLT++ A V I +IW LA+ IM P 

2 CKISGLVQGISVAASVFTLVAIAVDRFQCVWPFKPKLTIKTAFVIIMIIWVLAITIMSP 61 

176 SAVTLTVTREEHHFM-VDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIVV 234 

SAV L V E+++ + ++++N++ P+Y C E WP + MR++YTTVLF++IYLAPL+LIV+ 
62 SAVMLHVQEEKYYRVRLNSQNKTSPVYWCREDWPNQEMRK1YTTVLFANIYLAPLSLIVI 121 

235 MYARIARKLCQAPGPAPGGEEAADPRA-SRRRARWHMLVMVALFFTLSWLPLWALLLL1 293 

MY Rl L +A P G + SR++ + + + ML++VAL F LSWLPLW L++L 

122 MYGRIGISLFRAAVPHTGRKNQEQWHWSRKKQK11KMLLIVALLFILSWLPLWTLMMLS 181 

294 DYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIly 



Query 3 
Sbjct 2 

>ref |NP_001517.2| B orexin receptor 2 [Homo sapiens] 
sp|043614.2|OX2R_HUMAN B RecName: Full=Orexin receptor type 2; AltNam 

Full=Hypocretin receptor type 2 
emb|CAH73407.1| B hypocretin (orexin) receptor 2 [Homo sapiens] 
emb|CA119665.1| B hypocretin (orexin) receptor 2 [Homo sapiens] 
gb|EAX04440.1| B hypocretin (orexin) receptor 2 [Homo sapiens] 



SQPPNSSWPLSQNGTNTEA TPATNLTFSSY YQHTSPVAAMFI VAYALI FI 

DSPPCRNWSSASELNETQEPFLNPTDYDDEEFLRYLWREYLHPKEYEWVLIAGYIIVF\ 



ALIGNVLVCVAVWKNHHMRTVTNYFIVNLSLADVLVTITCLPATLWDITETWFFGQSLC 

KMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPS 
K+ +Q +SVS SV TL IA++R+ I HP K T ++A +1 +IW ++ +IM P 
KVIPYLQTVSVSVSVLTLSCIALDRWYAICHPLMFKSTAKRARNSIVIIW1VSCIIMIPQ 



- -ECSTVFPGLANKTTLFTVCDERWGGEIYPKMYHICFFLVTYMAPLCLMVLAY 243 

APGPA PG GEEAADPRASRRRARW 269 

+ 1 RKlj C Q PG + PG AA+ + R R + 

LQIFRKLWCRQIPGTSSVVQRKWKPLQPVSQPRGPGQPTKSRMSAVAAEIKQIRARRKTA 303 



HMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYA-F 
ML++V L F + +LP+ L +L + A TVYA F f+HWL, + NS+ANP11 

PISILNVLKRVFGMFAHTEDRETVYAWFTFSHWLVYANSAANPI I 



Sbjct 364 YNFLSGKFREEFKAAF 379 

>gb|AAC39602.1| B orexin receptor-2; OX2R; G protein-coupled receptor [Homo 
gb|AAG28021.1| B hypocretin receptor-2 [Homo sapiens] 

gb|AAL47215.1| E hypocretin receptor 2; orexin receptor 2 [Homo sapiens] 
^dbj |BAG3693 9.1| B unnamed protein product [Homo sapiens] 

^GENE ID: 3062^HCRTR2^ | hypocretin (orexin) receptor 2 [Homo sapiens] 

Identities^ 128/376 8 U4 

Query 6 SQPPNSSWPLSQNGTNTEA TPATNLTFSSY YQHTSPVAAMFIVAYALIFLL 

Sbj ct 8 DSPPCRNWSSASELNETQEPFLNPTDYDDEEFLRYLWREYLHPKEYEWVLIAGYIIVFW 



kmsglvqgmsvsasvftlva: 

K+ +Q +SVS SV TL : 
KVIPYLQTVSVSVSVLTLSC: 

AVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKC 



: - QAPGPA PG GEEAADPRASRRRAR VV 

+ 1 KiUj C Q PG + PG AA+ + R R + 

LQIFRKLWCRQIPGTSSVVQRKWKPLQPVSQPRGPGQPTKSRMSAVAAEIKQIRARRKTA 

HMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYA-FPFAHWLAFFNSSANPII 



YGYFNENFRRGFQAAF 



GLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVT 179 

+Q +SVS +V TL IA++R+ I HP K T R+A +1 IWA++L IMPS 

PYLQAVSVSVAVLTLSFIALDRWYAICHPLLFKSTARRARGSILGIWAVSLAIMVPQAAV 182 

LTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYARI 239 

M ECSSVLPELANRTRLFSVCDERWADDLYPKIYHSCFFIVTYLAPLGLM7AMAYFQI 2 3 8 

ARKLC--QAPG PAPGGEE-AADPRASRRRARWH 2 70 

FRKLWGRQI PGTTSALVRNWKRPSDQLGDLEQGLSGEPQPRGRAFLAEVKQMRARRKTAK 2 9 8 

MLVMVALFFTLSWLPLHALLLLIDYGQLSAPQLHL'.r i h r P , FFNSSANPIIY 329 



G YFNENFRRGFQAAFRARL 

NFLSGKFREQFKAAFSCCLPGLGPCGSLKAPS: 



(Over 10 PubMed links) 



Query 60 GNTLVCFI VLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMS 



GLVQGMS VSASVFTLVAI AVERFRCI VHPFREKLTLRKALVTIAVIWALALLIMCPSAVT 
PYLQAVSVSVAVLTLSFIALDRWYAICHPLLFKSTARRARGSILGIWAVSLAIMVPQAAV 
LTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIVVMYARI 

M ECSSVLPELANRTRLFSVCDERWADDLYPKIYHSCFFIVTYLAPLGLMAMAYFQI 

ARKLC - - QAPGPAPG GEEAAD PRAS RRRARWH 

FRKLWGRQIPGTTSALVRNWKRPSDQLGDLEQGLSGEPQPRARAFLAEVKQMRARRKTAK 
MLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYA- 



GYFNENFRRGFQAAFRARL CPRPSGSHKE 



i product [Homo sapiens] 



s = 122/341 (35%), Positives = 171/341 (50%), Gaps = 46/341 (13%) 
GNTLVCF1VLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMS Hi 



GLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVT 

+Q +SVS +V TL IA++R+ I HP K T R+A +1 1WA++L IM P A 
PYLQAVSVSVAVLTLSFIALDRWYAICHPLLFKSTARRARGSILGIWAVSLAIMVPQAAV 

LTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALI WMYARI 



- - RRRARWH 2 70 



Query 240 ARKLC- -QAPGPAPG GEEAAD PRA 

RKL Q PG ++ D PRA : K 

Sb j ct 2 3 9 FRKLWGRQ1 PGTTSALVRNWKRPSDQLGDLEQGLSGEPQPRARAFLAEVKQMRARRKTAK 

Query 271 MLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYA-FPFAHWLAFFNSSANPIIY 
ML++V L F L +LP+ L +L + VYA F F+HWL + NS+ANPI1Y 

Sbjct 299 MLMWLLVFALCYLPISVLNVLKRVFGMFRQASDREAVYACFTFSHWLVYANSAANPIIY 



■ASSS neuropeptide Y receptor Y2 [H 

SUMAN RecName: Full=Neuropepti 

r; Short=Y2 receptor 

I neuropeptide Y/peptide YY Y2 rece 

I neuropeptide y2 receptor 

j type 2 neuropeptide^ receptor 



• • type 2 



Identitie 



VAAMF 1 VAYAL I FLLCMVGNTLVCFI VLKNRHMHTVTNMF ILNLAVSDLLVGI FCMPTTL 
V + I+AY I LL ++GN+LV +V+K + M TVTN FI NLAV+DLLV C+P TL 
VQWLILAYCS 1 1 LLGVI GNSLVI HVVI KFKSMRTVTNFFI ANLAVADLLVNTLCLPFTL 



102 VDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVT 

L+ W C + QG++V S TL IA++R RCIV+ K++ R + + 

109 TYTLMGEWKMGPVLCHLVPYAQGLAVQVSTITLTVIALDRHRCI VYHLESKISKRISFLI 

-EKGMR-RVYTT 



3 E WP EK + 



VY t 



DFEIVACTEKWPGEEKS I YGTVYSL 

VLFSH1YLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALF 

SSLLILYVLPLGIISFSYTRIWSKLKNHVSPG AANDHYHQRRQKTTKMLVCWW 

FTLSWLPLWALLLLIDYGQ- -LSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENF 

FAVSWLPLHAFQLAVDIDSQVLDLKEYKLI FTVFHIIAMCSTFANPLLYGWMNSNY 

RRGFQAAFRARLCPRPSGSHKE 358 
--QRLDAIHSE 352 



2 neuropeptide Y receptoi 



VQVVLILAYCSIII 
VDNLITGWPFDNATCKMSGLVQGMSVSASVFT 



- -LAIFREYSLIEI IP DFEIVACTEKWPGEEKSI YGTVYSL 221 

Query 219 VLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALF 278 

+Y+ PL +1 YRI Kl P AA+ +RR + MLV V + 

Sbjct 222 SSLLILYVLPLGI ISFSYTRIWSKLKNHVSPG AANDHYHQRRQKTTKMLVCVWV 276 

Query 279 FTLSWLPLWALLLLIDYGQ- -LSAPQLHLVTVYAFPFAHWLAFFNSSANPI I YGYFNENF 336 

Sbjct 277 FAVSWLPLHAFQLAVDIDSQVLDLKEYKLI FTVFHI I AMCSTFANPLLYGWMNSNY 332 



5 QRFP receptor' 
Full=G-protein coupled receptor 103; AltName : Fu±±=HP91bb ,- 
AltName: Full=AQ2 7 

gb|EAX05262.1| B G protein-coupled receptor 103, isoform CRA_b [Homo sapiens] 

GENE ID: 84109 QRFPR | pyroglutamylated RFamide peptide receptor [Homo sapiens 
(10 or fewer PubMed links) 

Score = 165 bits (417), Expect = 3e-40, Method: Compositional matrix adjust. 
Identities = 93/304 (30%), Positives = 159/304 (52%), Gaps = 21/304 (6%) 

Query 51 ALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWP 110 

LIF L + GN LV ++V +++ M TVTN+FI +LA+SDLL+ FC+P T++ N+ W 
Sbjct 53 VLIFALALFGNALVFYVVTRSKAMRTVTNIFICSLALSDLLITFFCIPVTMLQNISDNWL 112 

Query 111 FDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREK- -LTLRKALVTIAVIWAL 168 

Sbjct 113 GGAFICKMVPFVQSTAVVTEILTMTCIAVERHQGLVHPFKMKWQYTNRRAFTMLGWWLV 172 



AVIVGSPMWHVQQLEI KYDFLYEKEH 1 CCLEEWTS PVHQKI YTTF I LVI LFL 224 

APLALIVVMYARIARKLCQAPGPAPG GEE 

LPLMVMLILYSKIGYELWIKKRVGDGSVLRTIHGKEMS- -KIARKKKRAVIMMVTWALF 2 82 

TLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRG 339 

+ W P + ++I+Y + F + F NS NPI+Y + NENF++ 

AVCWAPFHWHMMIEYSNFEKEYDDVTIKMIFAIVQIIGFSNSICNPIVYAFMNENFKKN 342 



| E QRFP receptor [Hoir 

84109 QRFPR | pyroglutamylat 
■er PubMed links] 



ALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGi: 

VLIFALALFGNALVFYWTRSKAMRTVTNIFICSLALSDLLITFFCIPVTMLQNISDNWL 

FDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREK- - LTLRKALVTIAVIWAL 
CKM VQ +V + T+ IAVER + +VHPF+ K T R+A + V+W + 
GGAFICKMVPFVQSTAWTEILTMTCIAVERHQGLVHPFKMKKQYTNRRAFTMLGWWLV 

ALLIMCP - - SAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYL 
A+++ P L+ ++F+++ CEW +++YTT + ++L 

AVIVGSPMWHVQQLEI ---KYDFLYEKEH I CCLEEWTS PVHQKI YTTFILVI LFL 

APLALIVVMYARIARKLCQAPGPAPG- - - 
PL +++++Y++I +L G 

TLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPI 



140 FQAA 
+A 

143 VLSA 



18.11 E neuropeptide Y receptor type 2 [Homo sapiens] 
1887 NPY2R | neuropeptide Y receptor Y2 (Homo sapiens) 



VDNLI TGWPFDNATCKMSGLVQGMS VSAS 



E CLTLRKALVT 



TYTLMGEWKMGPVLCHLVPYAQGLAVQVSTITLTVIALDRHRCIVYHLESKISKRISFLI 168 

IAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWP- -EKGMR-RVYTT 218 
1 + w ++ L+ P L + RE + + + +C E WP EK + VY+ 

IGLAWGISALLASP LAIFREYSLIEI IP DFEIVACTEKWPGEEKSI YGTVYSL 221 

VLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALF 2 78 

+Y+ PL +1 Y RI KL P AA+ +RR + MLV V + 

SSLLI LYVL PLGI I S FS YTR IWSKLKSHVS PG AANDHYHQRRQKTTKMLVCVVW 276 

FTLSWLPLWALLLLIDYGQ- -LSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENF 3 36 
F +SWLPL A L +D L + L+ F + +A ++ ANP++YG+ N N+ 

FAVSWLPLHAFQLAVDIDSQVLDLKEYKLI FTVFYIIAMCSTFANPLLYGWMNSNY 3 3 2 



RRGFQAAFRARLCPRPSGSHKE 358 
R+ F +AFR R HE 

RKAFLSAFRCE - -QRLDAIHSE 352 



1| E n 



TYTLMGEWKMGPVLCHLVPYAQGLAVQVSTITLTVIALDR 
IAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWP- 



VLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARVVHMLVMVALF 2 78 

SSLLILYVLPLGI ISFSYTRIWSKLKNHVSPG AANDHYHQRRQKTTKMLVCVVW 276 

FTLSWLPLWALLLLIDYGQ- -LSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENF 336 



" FC "lAFRARLCPRPSGSHKE 358 
R+ F +AFR R HE 

RKAFLSAFRCE- -QRLDAIHSE 352 

B neuropeptide y receptor 



3 ID: 4886 NPY1R I ne 

r 10 PubMed links) 



lal rr 



3 = 106/316 

--YALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMP 

SGNLALI 1 1 1 LKQKEMRNVTNI L I VNLS FSDLLVAIMCLP 

TTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKA 
TV L, W F A CK++ VO *Slf S+F+LV I AVER + I + + P + R A 
LTFVYTLMDHWVFGEAMCKLNPFVQCVSITVSIFSLVLIAVERHQLIINPRGWRPNNRHA 

LVTIAVIWALALLIMCPSAVTLTVTREE-HHFMVDARNRSYPLYSCWEAWPEKGMRRVYT 
V IAVIW LA+ P + +T E + +DA Y C++ +P R YT 
YVGIAVIWVLAVASSLPFLI YQVMTDEPFQNVTLDAYKDKYV- - -CFDQFPSDSHRLSYT 

TVLFSHI YLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVAL 

TLLLVLQYFGPLCFIFICYFKI YIRLKRRNNMMDKMRDNKYRSSETKRINI - -MLLSIW 

FFTLSWLPLWALLLLIDYG-QLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENF 

AFAVCWLPLTI FNTVFDWNHQI I ATCNHNL LFLLCHLTAMISTCVNPIFYGFLNKNF 

RRGFQ AAFRAR 347 



-0.1 1 IDES neuropeptide Y receptor Yl 
NPY1R_HUMAN BS RecName : Full=Neurope 
1| BS (Human neuropeptide Y peptide 



• receptor mRNA, complet 



7.1 1 EH Neuropept: 

7.1 B 

EH Neuropept: 
1.1 1 EH neuropept: 



i = 160 bits (404) , Expect = 1 
-.ities = 106/316 (33%), Positive 

41 PVAAMFIVA--YALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMP 98 

p+A +F +A Y + +L + GN + I+LK + M VTN+ I+NL+ SDLLV I C+P 
36 PLAMIFTLALAYGAVIILGVSGNLALIIIILKQKEMRNVTNILIVNLSFSDLLVAIMCLP 95 

99 TTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKA 158 

TV L+ W F A CK++ VQ +S++ S+F+LV IAVER + I++P + R A 
9 6 FTFVYTLMDHW VFGEAMCKLNPFVQCVS ITVS IFSLVLIAVERHQLI I NPRGWRPNNRHA 1 5 5 

159 LVTIAVIWALALLIMCPSAVTLTVTREE-HHFMVDARNRSYPLYSCWEAWPEKGMRRVYT 217 

156 YVGIAVIWVLAVASSLPFLIYQVMTDEPFQNVTLDAYKDKYV CFDQFPSDSHRLSYT 212 

218 TVLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVAL 277 

213 TLLLVLQYFGPLCFIFICYFKIYIRLKRRNNMMDKMRDNKYRSSETKR1NI--MLLSIW 270 

278 FFTLSWLPLWALLLLIDYG-QLSAPQLHLVTVYAFPFAHWLAFFNSSANPII, 
F + WLPL + D+ 0+ A H + F H A ++ NPI Tr 

271 AFAVCWLPLTIFNTVFDWNHQIIATCNHNL- - -LFLLCHLTAMISTCVNPIF, 

337 RRGFQ AAFRAR 347 

+R Q FR+R 
328 QRDLQFFFNFCDFRSR 343 



jIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTL 101 

V A+ IVAY+ I + + GN LVC ++ KN+ MH+ T++FI+NLAV+D+++ + P TL 
Sbjct 70 VKALLIVAYSFIIVFSLFGNVLVCHVIFKNQRMHSATSLFIVNLAVADIMITLLNTPFTL 129 

Query 102 VDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVT 161 

V + + W F C +S Q S+ S TL AIAV+R + I+HP + ++++ K ++ 
Sbjct 130 VRFVNSTWIFGKGMCHVSRFAQYCSLHVSALTLTAIAVDRHQVIMHPLKPRISITKGVIY 189 

Query 162 IAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKG- -MRRVYTTV 219 

IAVIW +A P A+ + ++ + RS C +PE + 

Sbjct 190 IAVIWTMATFFSLPHAICQKLFTFKYS EDIVRSL CLPDFPEPADLFWKYLDLA 242 

Query 220 LFSHI YLAPLALIWMYARIARK- -LCQAPGPAPGGEEAADPRASRRRARWHMLVMVAL 277 

Sbjct 243 TFILLYILPLLIISVAYARVAKKLWLCNMIGDVTTEQYFA---LRRKKKKTIKMLMLVW 299 

Query 278 FFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIY 

Sbjct 300 LFALCWFPLNCYVLL LSSKVIRTNNALYFAF-HV 

Query 338 RGFQAAFRARLCPRPSGSHKEA 359 

Sbjct 354 IELKALL- -SMCQRPPKPQEDG 373 



Full=G-protein coupled receptor 72; Flac 
867473.1] Bg protein-coupled rec 



■sp | Q9NYM4 . 2 | GPR83_HUMAN E R ecNa m e: Full=Probable G-protein coupled receptor 83; AltName; 
'ull=G-proteir " ' 

gb|AAH67473.1 , 

gb | EAW66929 . 1 | B G protein-coupled recept 
dbj |BAG37605.1| B unnamed protein product 
Length=423 

GENE ID: 10888 GPR83 | G protein-coupled r 
(10 or fewer PubMed links) 

Identities" 105/321 9 D2%) ^Positives = 7 1667321~"(5i%)T Gaps"= i" 22/321 (6%)' 

Query 42 VAAMFIVAYALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTL 

Sbj ct 70 VKALLIVAYSFIIVFSLFGNVLVCHVIFKNQRMHSATSLFIVNLAVADIMITLLNTPFTL 

Query 102 VDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVT 

V + + W F C +S Q S+ S TL AIAV+R + I+HP + + + + + K ++ 
Sbjct 130 VRFVNSTWIFGKGMCHVSRFAQYCSLHVSALTLTAIAVDRHQVIMHPLKPRISITKGVIY 

Query 162 IAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKG- -MRRVYTTV 

IAVIW +A P A+ + ++ + RS C +PE + 

Sbj ct 190 IAVIWTMATFFSLPHAICQKLFTFKYS- - -EDIVRSL CLPDFPEPADLFWKYLDLA 

Query 220 LFSHI YLAPLALIWMYARIARK - -LCQAPGPAPGGEEAADPRASRRRARWHMLVMVAL 

C , V, CT , T \7 VRD.BxIf Tr T. & R X 4. X X MT.XxV X 



FFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPI] 



RGFQAAFRARLCPRPSGSHKE 
IELKALL- -SMCQRPPKPQED 



VAAMFIVAYALIFLLCMVGNTLVCFI L NRHI IT Hi LNL ^SDLLVGIFCMPTTL 101 

V A+ 1VAY+ 1 + + GN LVC + + KN + MH+ T++FI+NLAV+D+++ + P TL 
VKALLI VAYSFII VFSLFGNVLVCHVIFKNQRMHSATSLFIVNLAVADIMITLLNTPFTL 12 9 

VDNLI TGWPFDNATCKMSGLVQGMSVSASVFTLVAI AVERFRCI VHPFREKLTLRKALVT 161 

V + + W F C +S Q S+ S TL AIAV+R + I+HP + ++++ K ++ 
VRFVNSTWIFGKGMCHVSRFAQYCSLHVSALTLTAI AVDRHQVIMHPLKPRISITKGVIY 189 



IAVIWTMATFFSLPHAICQKLFTFKYS EDIVRSL 

LFSHIYLAPLALIWMYARIARK--LCQAPGPAPGGEEAADPRASRRRARWHMLVMVAL 
TFILLYILPLLIISVAYARVAKKLWLCNMIGDVTTEQYFA-- 
FFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSAKPI I 1 : 



RGFQAAFRARLCPRPSGSHKE 



:iVFSLFGNVLVCHVIFKNQRMHSATSLFIVNLAVADIMITLLNTPFTL 

VDNLI TGWPFDNATCKMSGLVQGMSVS AS VFTLVAI AVERFRCI VHPFREKLTLRKALVT 
V + + W F C +S Q S + S TL AIAV+R + I+HP + ++++ K ++ 
VRFVNSTWIFGKGMCHVSRFAQYCSLHVSALTLTAIAVDRHQVII 



191 IAVIWTMATFFSLPHAICQKLFTFKYS- - 



TFILLYILPLLIISVAYARVAKKLWLCNMIGDVTTEQYFA- - - LRRKKKKT I KMLMLVW 
FFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFR 



RGFQAAFRARLCPRPSGSHKE 358 



: fev 



Dupled receptor 83 [Homo sapiens] 
: 10888 GPR83 | G protein-coupled receptor 83 [Homo sapiei 



: PubMed links) 



152 t 



= 2e-3 



Identities 

Query 42 

Sbjct 70 VKALLIVAYSFIIVFSLFGNVLVCHVIFKNQRVHSATSLFIVNLAVANIMITLLNTPFTL 

Query 102 VDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCI VHPFREKLTLRKALVT 

Sbjct 130 VRFVNSTWIFGKGMCHVSRFAQYCSLHVSALTLTAI AVDRHQVIMHPLKPRISITKGVIY 

Query 162 IAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKG MRRVYTTV 

Sbjct 190 IAVIWTMATFFSLPHAICQKLFTFKYS- --EDIVRSL CLPDFPEPADLFWKYLDLA 

Query 220 LFSHI YLAPLALIWMYARIARK- -LCQAPGPAPGGEEAADPRASRRRARWHMLVMVAL 
F +Y+ PL +1 V YAR+A+K LC G + A R++ + + ML++V + 

Sbj ct 243 TFILLYILPLLIISVAYARVAKKLWLCNMIGDVTTEQYFA- - - LRRKKKKTIKMLMLWV 

Query 27 8 FFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSAHPI I YGYFNENFR 



F L W PL 



^ tJSHFR 



RGFQAAFRARLCPRPSGSHKE 
IELKALL- -SMCQRPPKPQED 



s = 84/281 (29%), Positives = 144/281 (51%°, P Gaps ="2 l^iil" 7% j" 3 

MHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFT 
M TVTN+FI +LA+SDLL+ FC+P T++ N+ W CKM VQ +V + T 

MRTVTN1FICSLALSDLL1TFFCIPVTMLQN1SDNWLGGAFICKMVPFVQSTAWTEILT 

LVA1AVERFRC1VHPFREK- - 



Query 190 MVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIVVMYARIARKLCQAPGP 

+ + + C E W +++YTT + ++L PL +++++Y++I +L 

Sbjct 118 LYEKEH 1 CCLEEWTSPVHQKI YTTFILVILFLLPLMVMLILYSKIGYELWI KKRV 

Query 25 0 APG GEEAADPRASRRRARVVHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQ 

G G+E + + +R++ RVM+VV F+WP + ++1+Y 

Sbjct 173 GDGSVLRTIHGKEMS- -KIARKKKRAVIMMVTWALFAVCWAPFHVVHMMIEYSNFEKEY 

Query 303 LHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAA 343 

Sbjct 231 DDVTIKMIFAIVQIIC 

>re£|NP_003848 .1| EES galanin recept 
sp | 043603 . 1 | GALR2_HUMAN EM RecName : 



2 sequence titles 





EH galanin receptor s 


gb|AAC3S587.: 


E ,l,nin receptor 


gb|AAD08S71.1 


[ EH galanin receptor 


gb|AAH69130.1 


| EH Galanin receptor 


gb|AAH74914.1 


| EH Galanin receptor 


gb|AAH74915.1 


| EM Galanin receptor 


gb|AAI09053.1 


| EM Galanin receptor 


gb|AAI09052.1 


E 1 „ ln receptor 


gb|EAW89364.1 


| ES galanin receptor 


gb|ABQ52421.1 


| ES galanin receptor 


Length=387 


GALR2 | galanin receptc 



: [Homo sapiens) 

[Homo sapiens] 
: [Homo sapiens] 

[Homo sapiens] 

2 [Homo sapiens] (Over 1 



Identi 



; (3- 



(32%), 



PVAAMFIVAYALIFLLCMVGNTLVCF1 IFCMPTT 
P A + + +ALIFL+ VGNTLV ++L+ + TN+FILNL V+DL + C+P 

PEAVIVPLLFALIFLVGTVGNTLVLAVLLRGGQAVSTTNLF1LNLGVADLCFILCCVPFQ 

LVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPF- - REKLTLRKA 

jIFLTMHASSFTLAAVSLDRYLAIRYPLHSRELRTPRNA 



■ - YLSYYRQ SQLANLTVCHPAWSAP - RRRAMD I 

JHIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALF 



Query 279 FTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFP- 
Sbjct 245 

Query 338 RGF QAAFRA- -RLCPRPSGSHKEAYSERPGG-LLH-R 

+GF +A RA R+C G+H + ER LLH +RP 

Sb j ct 3 01 KGFRTICAGLLGRAPGRASGRVCAAARGTHSGSVLERESSDLLHMSEAAGALRPC- - 

Query 38 5 SESGPSSGAPRPG 397 

Sbjct 357 GASQPC1LEPCPG 369 

>gb|AAB05897.1| E neurokinin-2 receptor 
Length=398 



Sbjct 11 NISSGPESNTTGTTAFSMPSWQLALWATAYLALVLVAVTGNAIVIWIILAHRRMRTVTNY 70 

Query 81 FILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVE 140 

Sbjct 71 FIVNLALADLCMAAFNAAFNFVYASHNIWYFGRAFCYFQNLFPITAMFVSIYSMTAIAAD 130 

Query 141 RFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPL 200 

Sbjct 131 RYMAIVHPFQPRLSAPSTKAVIAGIWLVALALASPQCFYSTVTMDQ GA 178 

Query 201 YSCWEAWPEKGMRR VYTTVLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEA- 2 56 

Sbjct 179 TKCWAWPEDSGGKTLLLYHLVVIALIYFLPLAVMFVAYSVIGLTLWRRAVP GHQAH 235 

Query 257 - ADPRASRRRARVVHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAH 315 

A+ R + + + V +V+V L F + WLP +L + + + VY F 

Sbjct 236 GANLRHLQAKKKFVKTMVLVVLTFAICWLPYHLYFILGSFQEDIYCHKFIQQVYLALF-- 293 

Query 316 WLAFFNSSANPIIYGYFNENFRRGFQAAFRARLCPRPSGSHKEAYSERPGGLLHRRVFVV 375 

WLA ++ NP1IY N FR GF+ AFR CP + + ++ P L RV 

Sbjct 294 WLAMSSTMYNPIIYCCLNHRFRSGFRLAFRC--CPWVTPTKEDKLELTPTTSLSTRVNRC 351 

Query 376 VRPSDSGLPSESGPSSGAPRPGRLPLRNGRVAHHGLPREGPGCSHLPL 423 

+ ++ PS P ++G G P +H+ + 

Sbjct 352 HTKETLFMAGDTAPSEATSGEAGRP-QDGSGLWFGYGLLAPTKTHVEI 398 



PKSPQGENRSKPLGTPYNFSEHCQDSVDVMVFIVTSY! 

MHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWP1 
VTN+ I NLA SD L+ + C P T V ++ W I 
KANVTNLLIANLAFSDFLMCLLCQPLTAVYTIMDYWI1 



LVLVALERHQL11NPTGWKPSISQAYLGIVLIWVIACVLSLPFLANSI] 

-HFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYAR1ARKLCQA 246 

F+ D C E+WP R +YTT L Y PL I+V YARI R+L Q 

LEFLADK WCTESWPLAHHRTIYTTFLLLFQYCLPLGFILVCYARIYRRL-QR 243 

PGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLV 3 06 

QGRVFHKGTYSLRAGHMKQVNWLWMWA- - 

FNENFRRGFQA 



I EB c 



lolecystokinin A receptor [Homo sapiens] 



8 . 1 | CCKARHUMAN 13 RecName : Ful l=Cholecys tokinin receptor type 
Short=CCK-AR; AltName: Full=Cholecystokinin-l 

gb|AAA02819 .1| E^cholecystokinin A receptor 

dbj |BAA90879.1| B cholecystokinin type-A receptor [Homo sapiens] 
gb|AAP843 62.1| 13 cholecystokinin A receptor [Homo sapiens] 
gb|AAH74987.1| B Cholecystokinin A receptor [Homo sapiens] 
gb|EAW92850.1| B cholecystokinin A receptor [Homo sapiens] 
dbj |BAG36692.l| B unnamed protein product [Homo sapiens] 
Length=428 



103 

42 AVQILLYSL1FLLSVLGNTLVITVLIRNKRMRTVTNIFLLSLAVSDLMLCLFCMPFNL1P 101 

104 NLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKL- -TLRKALVT 161 

102 NLLKDFIFGSAVCKTTTYFMGTSVSVSTFNLVAISLERYGAICKPLQSRVWQTKSHALKV 161 

16 2 IAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLF 221 

162 IAATWCLSFTIMTPYPI YSNLVPFTKNNNQTANMCRFLLPNDVMQQSWHTFLL 214 

222 SHIYLAPLALIWMYARIARKLCQA PGPAPGGE-EAAD 258 

215 LILFLIPGIVMMVAYGLISLELYQG1KFEASQKKSAKERKPSTTSSGKYEDSDGCYLQKT 274 

259 PRASRRRA RWHMLVMVALFFTLSWLPLWALLL 291 

275 RPPRKLELRQLSTGSSSRANR1RSNSSAANLMAKKRVIRMLIVIWLFFLCWMPIFSANA 334 



LIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAF 
- -RLSGTPISFILLLSYTSSCVNPI IYCFMNKRFRLGFMATF 



2|NK2R HUMAN E RecN 
Ll=Tachykinin recept 

4.1 | E tachykinin r 
55. Ij E unnamed pro 



; Short=NK-2R; 



; AltName: Full=Ne 



[human. Peptide, : 



product [Homo sapiens] 



Query 21 NTE ATPATNLTFS S YYQHTS PVAAMF I VAYAL I FLLCMVGNTLVCF I VLKNRHMHTVTNM 80 

N + p +N T + + S A++ AY + L+ + GN +V +I+L +R M TVTN 

Sbjct 11 NISSGPESNTTGITAFSMPSWQLALWATAYLALVLVAVTGNAIVIWIILAHRRMRTVTNY 70 

Query 81 FILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVE 140 

FI+NLA++DL + F V WFAC L ++ S+ + + + AIA + 

Sbjct 71 FIVNLALADLCMMFNAAFNFVYASHNIWYFGRAFCYFQNI.FPITAMFVSIYSMTAIAAD 130 

Sbjct 131 RYMAIVHPFQPRLSAPSTKAVIAGIWLVALALASPQCFYSTVTMDQ GA 178 

Query 201 YSCWEAWPEKGMRR- - - VYTTVLFSHI YLAPLALIVVMYARIARKLCQAPGPAPGGEEA- 256 

Sbjct 179 TKCWAWPEDSGGKTLLLYHLVVIALIYFLPLAVMFVAYSVIGLTLWRRAVP GHQAH 235 

Query 257 - ADPRASRRRARVVHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAH 315 

Sbjct 236 GANLRHLQAKKKFVKTMVLVVLTFAICWLPYHLYFILGSFQEDIYCHKFIQQVYLALF- - 293 

Query 316 WLAFFNSSANPII YGYFNENFRRGFQAAFRARLCPRPSGSHKEAYSERPGGLLHRRVFW 
Sbjct 



QDGSGLWFGYGLLAPTKTHVEI 



60.1, E neurokinin A recep 
E neurokinin A recep 



3 = 117/408 (28%) , Positives = 184/408 ( 

NTEATPA TNLTFSS YYQHTS PVAAMF I VAYALI FLLCMVGNTLVCF I VLKNRHMHTVTNM 



FILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVE 14 0 
FI+NLA++DL + F V WFAC L ++ S + + + + AIA + 

FIVNLALADLCMAAFNAAFNFVYASHNIWYFGRAFCYFQNLFPITAMFVSIYSMTAIAAD 130 

RFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPL 200 



RYMAIVHPFQPRLSAPSTKAVIAGIWLVALALASPQCFYSTVTMDQ- - 



- VYTTVLFSH I YLAPLALIWMYARI ARKLCQAPGPAPGGEEA - 



-ADPRASRRRARVVHMLVMVALFFTLSWLPLWALLLljI — i I J L T YAFPFAH 



2=4 KLAKSSTMYHPIIYCCLNHRFRSGFRLAFRC- - CPWVTPTKEDKLELTPTTSLSTRVNRC 351 



QDGSGLWFGYGLLAPTKTHVEI 398 

HE pancreatic polypeptide receptor 1 [Homo sapiens] 
R_HUMAN B RecName : Full=Neuropeptide Y receptor type 4 
iolypeptide receptor 1; Short=PPl 
U neuropeptide Y4 receptor protein 

polypeptide receptor PP1 [Homo sapiens] 

pancreatic polypeptide receptor 1 [Homo sapiens] 
lancreatic polypeptide receptor 1 [Homo sapiens] 



emb|CAA91433.1| l£ 

gb|AAP23199.1| E pancre atic polypeptide recept< 
emb|CAI13318.l| E pancreatic 



;atic polypeptic 



. [Hot 



PLSQNGTNTEATPATNLTFSSYYQHTSPVAAMF I il^ "I /LKNRH 

PSGN T FS+Q+V + +Y++ ++ ++GN + + ++ + 

PKSPQGENRSKPLGTPYNFSEHCQDSVDVMVFIVTSYSIETVVGVLGNLCLMCVTVRQKE 

MHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFT 
VTN+ I NLA SD L+ + C P T V ++ W F CRMS +Q MSV+ S+ + 
KANVTNLLIANLAFSDFLMCLLCQPLTAVYTIMDYWIFGETLCKMSAFIQCMSVTVSILS 



132 LVLVALERHQLI INPTGWKPSISQAYLGIVLIWVIACVLSLPFLANSILENVFHKNHSKA 191 

188 -HFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYARIARKLCQA 246 

F+ D C E+WP R +YTT L Y PL I+V YARI R+L + 

192 LEFLADK WCTESWPLAHHRTI YTTFLLLFQYCLPLGFILVCYARIYRRLQRQ 244 

24 7 PGPAPGGEEAADPRASRRRARVVHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLV 3 06 



IYGYFNENFRRGFQA 



Identi 



Tachykinin receptor 2 [Homo sap jus] 

28%), Positives = 183/408 <44%)f Gaps = 25/408 (6%) j 
rcpv^MFTVAYALIFLLCKV^KTL-LTI'/LtaiRHMHTVTKM 80 
NISSGPESNTTGITAFSMPSWQLALWATAYLALVLVAV'P '■!■;■. i V ! V. 
FILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMS 



PSTKAVI AGIWLVALALASPQCFYSTVTMDQ GA 

- - VYTTVLFSH 1 ? L.-.L : 77X : .-.=. y.;Z ;.-.?3?APGGBBA 

[,LLYHLVviAL:vF:.p r ;.-. :"v:,v;v:-:.T:.v:RRA-.T- - -:;h;ah 

---T.SWLPl.WALLLLIDYGCLSAFilHLVTVYAFPFAH 



WLAMSSTMYNPIIYCCLNHRFRSGFRLAFRC--CPWVTPTKEDKLELTPTTSLSTRVNRC 
VRPSDSGLPSESGPSSGAPRPGRLPLRNGRVAHHGLPREGPGCSHLPL 423 
P-QDGSGLWFGYGLLAPTHi E 



PLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVi.- TF I i LKNRH 73 

PKSPQGENRSKPLGTPYNFSEHCQDSVDVMVFIVTS RQKE 71 

MHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFT 133 

VTN+ I NLA SD L+ + C P T V ++ W F CRMS +Q MSV+ S+ + 

KANVTNLLIANLAFSDFLMCLLCQPLTSVYTIMDYWIFGETLCKMSAFIQCMSVTVS ILS 1 3 1 

LVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCP- - -SAVTLTVTREEH- - - 187 
LV +A+ER + I + + P K ++ +A + I +IW +A ++ P + + + V + H 

LVLVALERHQLIINPTGWKPSISQAYLGIVLIWVIACVLSLPFLANSILENVFHKNHSKA 191 

-HFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYARIARKLCQA 246 

LEFLADK WCTESWPLAHHRTI YTTFLLLFQYCLPLGFILVCYARIYRRLQRQ 244 

PGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLV 3 06 

3HMK- QVNWLWMWAFAVLWLPLHVFNSLEDWHHEAI PICHGN 301 



- - FLVCHLLAMASTCVNPFI YGFLNTNFKKEIKA 3 3 5 



>emb|CAG46748.1| [3 PPYR1 [Homo sapiens] 
Length=375 



cic polypeptide receptor 1 [Homo sapiens] 



Query 14 PLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFI VAYALIFLLCMVGNTLVCFIVLKNRH 73 

Sbjct 12 PKSPQGENRSKPLGTPYNFSEHCQDSVDVMVFIVTSYSIETWGVLGNLCLMCVTVRQKE 71 

Query 74 MHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFT 133 

Sbjct 72 KANVTNLLIANLAFSDFLMCLLCQPLTAVYTIMDYWIFGETLCKMSAFIQCMSVTVSILS 131 



LVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCP-- 



- -SAVTLTVTRF.EH- - - 187 
LV +A+ER + I++P K ++ +A + I +IW +A ++ P +++ V + H 

Sbjct 132 LVLVALERHQLIINPTGWKPSISQAYLGIVLIWVIACVLSLPFLANSILENVFHKNHSKA 191 

Query 188 -HFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYAR1ARKLCQA 246 

F+ D C E+WP R +YTT L Y PL I+V YARI R L + 

Sbjct 192 LEFLADK WCTESWPLAHHRTI YTTFLLLFQYCLPLGFILVCYARIYRCLQRQ 244 

Query 247 PGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLV 306 

K- QVNWLWMVVAFAVLWLPLHVFNSLEDWHHEAI PICHGN 301 



- -FLVCHLLAMASTCVNPFIYGFLNTNFKKEIKA 335 



Sbjct 



NTEATPATNLTFSSYYQHTSPVAAMF1VAYALIFLLCMVGNTLVCFIVLKNRHMHTVTNM 80 
N + P +N T + + S A++ AY + L+ + GN +V +I+L +R M TVTN 

NISSGPESNTTGITAFSMPSWQLALWATAYLALVLVAVTGNAIVIWIILAHRRMRTVTNY 70 

FILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVE 140 
FI+NLA++DL +F V WFAC L ++ S++++ AIA + 

FIVNLALADLCMAAFNAAFNFVYASHNIWYFGRAFCYFQNLFPITAMFVSIYSMTAIAAD 130 

R- FRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYP 199 



Sbjct 
Sbjct 



YTTVLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEA 

ATKCVVAWPEDSGGKTLLLYHLWIALI YFLPLAVMFVAYSVIGLTLWRRAVP GHQA 

--ADPRASRRRARWHMLVMVALFFTLSWLPLWALLLL1DYGQLSAPQLHLVTVYAFPFA 

A+ R + + + V +V+V L F + WLP +L + + + VY F 

HGANLRHLQAKKKFVKTMVLWLTFAICWLPYHLYFILGSFQEDIYCHKF1QQVYLALF- 

[1YGYFNENFRRGFQAAFRARLCPRPSGSHKEAYSERPGGLLHRRVFV 

3 I I YCCLNHRFRSGFRLAFRC - - CPW 



CHTKETLFMAGDTAPSE ATSGEAGRP - QDGSGLWFGYGLLAPTKTHVE 1 



S865 TACR2 | tachykinin receptor 2 [Homo sapiens] 
jbMed links) 

J 4 2 115/408 5: (28%) EX positives = 3 ±82/408 d (44?Tf ^aps^L/fuS 1 ( elf^" 3 ' 

NTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLC HTVTNM 80 

N + P +N T +4 S A++ AY + L+ + GN +V +1+L +R M TVTN 

NISSGPESNTTG1TAFSMPSWQLALWATAYLALVLVAVTGNA1VIWIILAHRRMRTVTNY 70 

F1LNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVE 140 

FIVNLALADLCMAAFNAAFNFVYASHNIWYFGRAFCYFQNLFPITAMFVSIYSMTAIAAD 130 

RFRCI VHPFREKLTLRKALVTI AVIWALALLIMCPSAVTLTVTREEHHFMVDARNRS YPL 2 0 0 



YSCWEAWPEKGMRR - - - VYTTVLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEA - 



-ADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAH 

A+ R + + + V +V+V LF+WP +L++ +VY F 

GANLRHLQAKKKFVKTMVLWLTFAICWPPYHLYFILGSFQEDIYCHKFIQQVYLALF-- 

WLAFFNSSANPIIYGYFNENFRRGFQAAFRARLCPRPSGSHKEAYSERPGGLLHRRVFW 

WLAMSSTMYNP11YCCLNHRFRSGFRLAFRC- - 

VRPSDSGLPSESGPSSGAPRPGRLPLRNGRVAHHGLPREGPGCSHLPL 
+ ++ PS P ++G G P +H+ + 

HTKETLFMAGDTAPSEATSGEAGRP-QDGSGLWFGYGLLAPTKTHVEI 



Length=398 



substance K receptor, SK receptor [human. Peptide, 



(350) 



Expect = 2e 32, 



NTEATPATNLTFSSYYQHTS PVAAMFI VAYAL I FLLCMVGNTLVCFIVLKNRHMHTVTNM 

NISSGPESNTTGITAFSMPSWQLALWATAVLALVLVAVTGNAIVIWIILAHRRMRTVTNY 

FILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVE 
FI+NLA++DL + F V WFAC L ++ S+ + + + AIA + 

FIVNLALADLCMAAFNAAFNFVYASHNIWYFGRAFCYFQNLFPITAMFVSIYSMTAIAAD 



RYMAIVHPFQPRLSAPSTKAVIAGIWLVALALASPQCFYSTVTMDQ GA 

YSCWEAWPEKGMRR- - - VYTTVLFSHIYLAPLALIVVMYARIARKLCQAPGPAPGGEEA- 
- ADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAH 
GANLRHLQAKKKFVKTMVLVVLTFAICWLPYHLYFILGSFQEDIYCHKFIQQVYLALF-- 



WLAMSSTMYNPIIYCCLNHRFRSGFRLAFRC- - CPWVTPTKEDKLELTPTTSLSTRVNRC 
VRPSDSGLPSESGPSSGAPRPGRLPLRNGRVAHHGLPREGPG 417 



>prf | | 2118221A cholecystc 



Identi 



Sbjct 



AVQILLYSLIFLLSVLGNTLVITVLINRKRMRTVTNIFLLSLAVSDLMLCLFCMPFNLIP 

NLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCrVHPrRiKL- - TL.PT-PPXVT 
NL+ + F +A CK + G SVS S F LVAI++ER+ I P + ++ T AL 
NLLKDFIFGSAVCKTTTYFMGTSVSVSTFNLVAISLERYGAICKPLQSRVWQTKSHALKV 

IAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLF 

IAATWCLSFTIMTPYPI YSNLVPFTKNNNQTANMCRFLLPNDVMQQSWHTPLL 

SHIYLAPLALI WM YAR I ARKLCQA PGPAPGGE - EAAD 

+ +L P + + +V Y 1+ +L Q P G+ E +D 

L I LFLI PGI VMMVAYGL I SLELYQGI KFEASQKKSAKERKPSTTSSGKYEDSDGCYLQKT 

PRASRRRA 



LIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAF 344 



G protein-coupled r 
Expect = 3e-31, Met 



= 45/296 (15%) 



111 

2 1 P VTMLQN I S DNWLG 175 

DNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREK- -LTLRKALVTIAVIWALA 169 

GAFICKMVPFVQSTAWTEILTMTCIAVERHQGLVHPFKMKWQYTNRRAFTMLGWWLVA 235 

LLIMCP - - SAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLA 227 
+++ P L+ ++F+++ CEW +++YTT + S 

VIVGSPMWHVQQLEI KYDFLYEKEH ICCLEEWTSPVHQKIYTTFILSSSSSC 287 

PLALI WMYARI ARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLW 2 8 7 

L ++ R V M+V V F + W P 

LLW KKKRAVIMMVTWALFAVCWAPFH 314 

ALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPI I YGYFNENFRRGFQAA 34 3 

+ ++I+Y + F + F NS NPI+Y + NENF++ +A 

VVHMMIEYSNFEKEYDDVTIKMIFAIVQ11GFSNSICNPIVYAFMNENFKKNVLSA 370 



\ 2 1 79/206 3 "(38%) , E positi 

PVAAMFI VA- - YALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMP 
P+A +F +A Y + +L + GN + I+LK + M VTN+ I+NL+ SDLLV I C+P 
PLAMIFTLALAYGAVIILGVSGNLALIIIILKQKEMRNVTNILIVNLSFSDLLVAIMCLP 

TTLVDNL1TGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKA 
TV r,+ W F A V..) + + S + F + I.V IAVER + I + + P + R A 



LVTIAVIWALALLIMCPSAVTLTVTREE-HHFMVDARNRSYPLYSCWEAWPEKGMRRVYT 
V IAVIW LA+ P + +T E + +DA Y C++ +P R YT 

YVGIAVIWVLAVASSLPFLI YQVMTDEPFQNVTLDAYKDK - - YVCFDQFPSDSHRLSYT 

TVLFSHIYLAPLALIWMYARIARKL 243 
T+L Y PL I + Y ++ RKL 
TLLLVLQYFGPLCFI FI CYFKV - RKL 245 

52.1 | B Tachykinin receptor 3 [Homo sapiens] 
687 0 TACR3 | tachykinin receptor 3 [Homo sapiens] 



24 ATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVGNTLVCFI VLKNRHMHTVTNMFIL 83 

68 SQPWANLT- -NQFVQPSWRVALWSLAYGWVAVAVLGNLIVIWIILAHKRMRTVTNYFLV 125 

84 NLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFR 143 

NLA SD + F + L + W F C+ +V AS+ + + + AIAV+R+ 

12 6 NLAFSDASMAAFNTLVNFIYALHSEWYFGANYCRFQNFFPITAVFASIYSMTAIAVDRYM 185 

144 CIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYS- 2 02 

1+ p + +L+ + I IW LA L+ P + ++ + p + 

18 6 A1IDPLKPRLSATATKIVIGS1WILAFLLAFPQCLY SKTKVMPGRTL 2 32 

203 CWEAWPEKGMRR- VYTTVLFSH I YLAPLALIVVMYARIARKLCQAPGPAPGGEEAADPRA 261 

233 CFVQWPEGPKQHFTYHIIVIILVYCFPL1IMGITYT1VGITLWGGEIPGDTCDKYHEQLK 292 

262 SRRRARVVHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFN 321 

+ +R +VV M+ + +V + F + WLP +L Q ++ VY F WLA + 

293 AKR- -KWKMMIIVVMTFAICWLPYHIYFILTA1YQQLNRWKYIQQVYLASF- -WLAMSS 348 

322 SSANPIIYGYFNENFRRGFQAAFRARLCP RPSGSHKEAYSERPGGLLH 369 

+ NPIIY N+ FR GF+ AF R CP + + H S 

349 TMYNPII YCCLNKRFRAGFKRAF- -RWCPFIKVSSYDELELKTTRFHPNRQSSMYTVTRM 406 



RRVFVWRPSDSGLPSESGPSSGAPR 
ESMTVVFDPNDADTTRSSRKKRATPR 



1| Bn 



- [Homo sapiens] 



Length=4 6 5 
( GENE ID: p 6870 d TACR3 j tact 



24 ATPATNLTFSS YYQHTS PVAAMFI VAYALI FLLCMVGNTLVCFIVLKNRHMHTVTNMFIL 

68 SQPWANLT- -NQFVQPSWRIALWSLAYGVWAVAVLGNLI VIWIILAHKRMRTVTNYFLV 

84 NLAVSDLLVGI FCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFR 

NLA SD + F + L + W F C+ +V AS++++ AIAV+R+ 

12 6 NLAFSDASMAAFNTLVNFIYALHSEWYFGANYCRFQNFFPITAVFASIYSMTAIAVDRYM 

144 CIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYS- 

1+ p + +L+ + I IW LA L+ P + ++ + p + 

18 6 AI IDPLKPRLSATATKI VIGSIWILAFLLAFPQCLY SKTKVMPGRTL 

203 CWEAWPEKGMRR- VYTTVLFSHIYLAPLAL I WMYARIARKLCQAPGPAPGGEEAADPRA 

C+ WPE + Y ++ +Y PL ++ + Y + L P ++ + 

2 33 CFVQWPEGPKQHFTYH1 I VI ILVYCFPLLIMGITYTIVGITLWGGE1PGDTCDKYHEQLK 

262 SRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFN 

293 AKR- -KWKMMIIVVMTFAICWLPYHIYFILTAIYQQLNRWKY1QQVYLASF- -WLAMSS 

32 2 SSANPIIYGYFNENFRRGFQAAFRARLCP RPSGSHKEAYSERPCGLLH 

349 TMYNPII YCCLNKRFRAGFKRAF- -RWCPFIKVSSYDELELKTTRFHPNRQSSMYTVTRM . 

370 RRVFVWRPSDSGLPSESGPSSGAPR 395 

+ W P+D+ S PR 

407 ESMTVVFDPNDADTTRSSRKKRATPR 432 

:AA46291.1| B neuromedin K receptor [Homo sapiens] 
1=465 

10 : pubMed T links! tachykinin rece P tor 3 [ H ° m ° sapiens] 



jIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVD 103 

86 ALWSLAYGVWAVAVLGNLIVIWIILAHKRMRTVTNYFLVNLAFSDASMAAFNTLVNFIY 145 

104 NLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIA 163 

L + W F C+ +V AS+ + + + AIAV+R+ 1+ P + +L+ +1 

146 ALHSEWYFGANYCRFQNFFPITAVFAS I YSMTAIAVDRYMAI IDPLKPRLSATATKI VIG 205 

164 VIWALALLIMCPSAVTLTVTREEHHFMVDARNRS YPLYS - CWEAWPEKGMRR- VYTTVLF 2 21 

IW LA L+ P + ++ + P + C+ WPE + Y + + 

206 S1WILAFLLAFPQCLY SKTKVMPGRTLCFVQWPEGPKQHFTYHIIVI 252 

222 SHIYLAPLALIVVMYARI ARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTL 281 



+ Y PL ++ + Y + L P ++ + ++R +W M+ + +V + F + 

Sbjct 253 ILVYCFPLLIMGITYTIVGITLWGGEI PGDTCDKYHEQLKAKR- - KVVKMMIIWMTFAI 310 

Query 282 SWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQ 341 

WLP +L Q ++ VY F WLA ++ NPIIY N+ FR GF+ 

Sbjct 311 CWLPYHIYFILTAIYQQLNRWKY1QQVYLASF--WLAMSSTMYNPIIYCCLNKRFRAGFK 368 

Query 342 AAFRARLCP RPSGSHKEAYSERPGGLLHRRVFWVRPSDSGLPSESGP 389 

AFRCP ++HS +W P+D+ S 

Sbjct 369 RAF - -RWCPFIKVSSYDELELKTTRFHPNRQSSMYTVTRMESMTWFDPNDADTTRSSRK 426 



sp|P29371.1 |NK3R_HUMAN B R 

B receptor; AltName: Full=NK 
AltName: Full=Tachykinin rec 



: Full=Neuromedin-K receptor; Short =NKR; AltName: Full=Neurokinin 



| E Tachykinin r 
| B tachykinin r 



Sbjct 
Sbjct 



ALWSLAYGVWAVAVLGNLI VIWIILAHKRMRTVTNYFLVNLAFSDASMAAFNTLVNFI Y 145 

NLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVKPFREKLTLRKALVT1A 163 

L + W F C+ +V AS++++ AIAV+R+ 1+ P + +L+ +1 

ALHSEWYFGANYCRFQNFFPITAVFASI YSMTAIAVDRYMAI IDPLKPRLSATATKIVIG 2 05 



CNEAWPEKGKRE-' 



SHI YLAPLALI WMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTL 281 
I LVYCFPLLIMGITYTIVGITLWGGE I PGDTCDKYHEQLKAKR - 

SWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPI1YGYFNENFRRGFQ 
WLP +L Q ++ VY F WLA ++ NPIIY N+ FR GF+ 

CWLPYHIYFILTAIYQQLNRWKYIQQVYIASF--WLAMSSTMYNPIIYCCLNKRFRAGFK 



- - RPSGSHKEAYSERPGGLLHRRVFWVRPSDSGLPSESGP 
+ + H S + W P+D+ S 

rRFHPNRQSSMYTVTRMESMTWFDPNDADTTRSSRK 



>gb|AAH95527.1| B T 



Query 24 ATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFIL 

Sbj ct 67 SQPWTNLT- -NQFVQPSWRIAFWSLAYGVWAVAVLGNLIVIWIILAHKRMRTVTNYFLV 

Query 84 NLAVSULLVU1FCMPTTLVDNL1TGWP1''DNATCKMSULVQGMSVSASVFTLVAIAVERFR 

NLA SD + F + L + W F C+ +V AS++++ IAV+R+ 

Sbjct 12 5 NLAFSDASMAAFNTLVNFIYALHSEWYFGANYCRFQNFFPITAVFASI YSMTTIAVDRYM 

Query 144 CIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYS - 

1+ P +L+ + I IW LA L+ P + ++ + P + 

Sbjct 185 AIIDPLEPRLSATATKIVIGSIWILAFLLAFPQCLY SKTKVMPGRTL 

Que ry 2 03 CWEAWPEKGMRR - VYTTVLFSH I YLAPLAL I WMYARI ARKLCQAPGPAPGGEEAADPRA 

C+ WPE + Y ++ +Y PL ++ + Y + L P ++ + 

Sbjct 232 CFVQWPEGPKQHFTYHIIVI ILVYCFPLLIMGITYTIVGITLWGGEI PGDTCDKYHEQLK 

Query 2 6 2 SRRRARVVHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFN 
+ +R +w M+ + +V + F + WLP +L Q ++ VY F WLA + 

Sbjct 2 92 AKR- -KWKMMI IVVMTFAICWLPYHI YFILTAI YQQLNRWKYIQQVYLASF- -WLAMSS 

Query 322 SSANPIIYGYFNENFRRGFQAAFRARLCP RPSGSHKEAYSERPGGLLH 

+ NPIIY N+ FR GF+ AF R CP + + H S 

PTRFHPNRQSSMYTVTRM 



receptor 50; Alw 
gb|AAC50S14.1| [ 



tie; Full=Melatonin-r 



i receptor; AltName: Full=G protein-coupled 



GENE ID: 9248 GPRS 0 | O prate i n - coup led receptor SO SHoso sapiens] 



DNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREK-- 
AMSIGGWDLSQLQCQMVGFITGLSWGSIFNIVAIAINRYCYICHSLQYERIFSVRNTCI 



Query 221 FSHIYLAPLALIVVMYARIARKLCQAPGPAPGG "■1VALFFT 

+ + PL ++ Y RI K+ A PA +P R + ++ L F 

Sbjct 193 VC1HFVLPLLIVGFCYVRIWTKVLAARDPA GQNPDNQLAEVRNFLTMFVI FLLFA 

Query 281 LSWLPLWALLLLIDYGQLSAPQLH -LVTVYAFPFAHWLAFFNSSANPI IYGYFNENFRRG 

Sbj ct 24 8 VCWCPINVLTVLV- - - AVSPKEMAGKIPNWLYLAAYFIAYFNSCLNAVI YGLLNENFRRE 

Query 34 0 FQAAFRA 34 6 

Sbjct 305 YWTIFHA 311 

>ref |NP_004215 .2 | -.lE G protein coupled receptor 50 [Homo sapiens) 

Query 52 LIFLLC MVGNTLVCFIVLKNRHMHTVTNMFII 

Sbjct 28 IIFMFCAMVITIWDLIGNSMVILAVTKNKKLRNSGNIf 

Query 103 DNL I TGWPFDNATCKMSGLVQGMS VS AS VFTLVA 

Sbjct 88 AMSIGGWDLSQLQCQMVGFITGLSWGSIFNIVAIAINRYCYICHSLQYER] 



Sbjct 148 YLVITWIMTVLAVLPNMYIGTIE YDPRT YTCI FNYLNNP VFTVTI 

Query 221 FSHIYLAPLALIVVMYARIARKLCQAPGPAPGGEEAADPRASRRRARVVHMLVMVALFFT 

Sbjct 193 VCIHFVLPLLIVGFCYVRIWTKVLAARDPA GQNPDNQLAEVRNFLTMFVI FLLFA 

Query 281 LSWLPLWALLLLIDYGQLSAPQLH- LVTVYAFPFAHWLAFFNSSANPI IY 

+ W P+ L +L+ +S +-: - - ' 

Sbjct 24 8 VCWCPINVLTVLV- 

Query 34 0 FQAAFRA 34 6 



>gb|AAI03697.1| E GPRSO protein [Homo sapiens] 
gb|AAI05684.1| E GPRSO protein [Homo sapiens] 

GENE ID: 9248 GPR50 | G protein- coupled receptor 
(Over 10 PubMed links) 



Identi 



Sbjct 



DNLITGWPFDNATCKMSGLVQGMSVSASVFTLV- 

AMSIGGWDLSQLQCQMVGFITGLSWGSIFNIVAIAINRYCYICHSLQYERI: 

TIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSY1 

+ + W + +L + P+ T+ D R 
YLVITWIMTVLAVLPNMYIGTIE YDPRT 

FSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARVVHMLVMVALFF' 

VCIHFVLPLLIVGFCYVRIWTKVLAARDPA GQNPDNQLAEVRNFLTMFVI '. 

LSWLPLWALLLLIDYGQLSAPQLH - 



Query 340 FQAAFRA 346 
Sbjct 305 YWTIFHA 311 

>gb|AAI05685.1| B G protein-coupled receptor 50 [Homo sapien 
gb I ABY87917 .1 1 E G protein-coupled receptor SO [Homo sapier, 
Length=613 



• [Homo sapiens] 



DNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREK-- 
AMSIGGWDLSQLQCQMVGFITGLSWGSIFNIVAIAINRYCYICHSLQYERIFSVRNTCI 



148 YLVITWIMTVLAVLPNMYIGTIE YDPRT YTC I FNYLNNP VFT VT I 

221 FSHIYLAPLALIVVMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFT 280 

++ PL ++ Y RI K+ A PA +P R + ++ L F 

193 VC I HF VL PLLI VG FC YVR I WTKVLAARD PA GQNPDNQLAEVRNFLTMFVI FLLFA 247 

2 81 LSWLPLWALLLLIDYGQLSAPQLH - LVTVYAFPFAHWLAFFNSSANPI I YGYFNENFRRG 3 3 9 

+ W P+ L + L+ +S ++ + + + A+++A+FNS N +IYG NENFRR 
24 8 VCWCPINVLTVLV- - - AVS PKEMAGKI PNWLYLAAYFI AYFNSCLNAVI YGLLNENFRRE 3 04 

340 FQAAFRA 346 



: VHPFREK- - 

AMSIGGWDLSQLQCQMVGFITGLSWGSIFNIVAIAINRYCYICHSLQYERIFSVRNTCI 147 

TIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVL 22 0 

+ + w + +L + P+ T+ D R Y+C + V+T + 

YLVITWIMTVLAVLPNMYIGTIE YDPRT YTCI FNYLNNP VFTVT I 192 

FSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFT 280 

VCIHFVLPLLIVGFCYVRIWTKVLAARDPA GQNPDNQLAEVRNFLTMFVI FLLFA 247 

LSWLPLWALLLLIDYGQLSAPQLH-L 



sp j P32247 . 1 1 BRS3HUMAN IB RecName : Full=Bombesin receptor subcype-3; Short=BRS-3 
gb|AAA35604.1| E bombesin receptor subtype-3 
emb|CAA54031.1| E uterine bombesin receptor [Homo sapiens] 
emb|CAB10731.1|^EI bombesin- like receptor 3 (Homo sapiens] 

gb|EAW88470.1| E bombesin-like receptor 3 [Homo sapiens] 

Score = 122 bits (307), Expect = 2e-27, Method: Compositional matrix adjust. 
Identities = 83/312 (26%), Positives = 151/312 (48%), Gaps = 17/312 (5%) 

Query 48 VAYALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLIT 107 

+ YA+I + ++GN ++ + K + M TV N+FI +LA DLL+ + C+P L 
Sbjct 52 ITYAVIISVGILGNAILIKVFFKTKSMQTVPNIFITSLAFGDLLLLLTCVPVDATHYLAE 111 

Query 108 GWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLT- -LRKALVTIAVI 165 

Sbjct 112 GWLFGRIGCKVLSFIRLTSVGVSVFTLTILSADRYKAWKPLERQPSNAILKTCVKAGCV 171 

Query 166 WALALLIMCPSAVTLTVT- -REEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSH 223 

Sbjct 172 WIVSMIFALPEAIFSNVYTFRDPNKNMTFESCTSYPV SKKLLQEIHSLLCFLV 224 

Query 224 IYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSW 283 

Sbjct 225 FYI I PLS I I SVYYSLIARTLYKSTLNI PTEEQSHARKQ I ESRKRI ART VLVLVALFALCW 284 

Query 284 LPLWALLLLIDYGQ- - -LSAPQLHLVTVYAFPFAHWLAFFNSSANP1IYGYFNENFRRGF 340 

Sbjct 285 LPNHLLYLYHSFTSQTYVDPSAMHFIFTI FSRVLAFSNSCVNPFALYWLSKSFQKHF 341 

Query 341 QAAFRARLCPRP 3 52 

Sbjct 342 KAQLFCCKAERP 353 



Length=446 

GENE ID: 1812 drdi | dopamine receptor Dl [Homo sapiens) 
(Over 100 PubMed links) 

= 2e-27, Method: Compositional matrix ad 

r-VTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKM 
GNTLVC V++ RH+ + VTN F+++LAVSDLLV + MP V + WPF + C + 
GNTLVCAAVIRFRHLRSKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAGFWPF-GSFCNI 

SGLVQGMSVSASVFTLVAIAVERFRCIVHPFR- -EKLTLRKALVTIAVIWALALLI-MCP 
M +AS+ L 1+V+R+ I PFR K+T + A + I+V W L++LI P 
WVAFDIMCSTASILNLCVISVDRYWAISSPFRYERKMTPKAAFILISVAWTLSVLISFIP 

SAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWM 

+ + + +A + +++C ++RY + P+A+++V 

VQLSWHKAKPTSPSDGNATSLAETIDNC DSSLSRTYAISSSVISFYIPVAIM1VT 

YARIAR KLCQ A PG PA PGGE E AAD PR AS - - 



Query 272 LVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGY 

L ++ F WLP+ L ++ + Q + F W + NSS NPIIY 

Sbjct 274 LSVIMGVFVCCWLPFFILNCILPFCGSGETQPFCIDSNTFDVFVWFGWANSSLNPIIYA- 



122 bits (306), Expect = 2e-27, Method: Compositional matrix adjust. 
-- = 91/309 (29%), Positives = 154/309 (49%), Gaps = 30/309 (9%) 

I VAYALl FLLCMVGNTLVCF I VLKNR - - HMHTVTNMFI LNLAVS DLLVGI FCMPTTLVDN 1 0 4 
+V + LIF L ++GN+LV ++ +++ + TN+FILNL+++DL +FC+P 

LWFGLIFALGVLGNSLVITVLARSKPGKPRSTTNLFILNLSIADLAYLLFCIPFQATVY 96 

LITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCI VH- - PFREKLTLRKALVTI 162 

+ W CK +S+ S+FTL A++V+R+ IVH R AL+ + 

ALPTWVLGAFICKFIHYFFTVSMLVSIFTLAAMSVDRYVAIVHSRRSSSLRVSRNALLGV 156 

AVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFS 222 

GCIWALSIAMASP VAYHQGLFHPRASNQTF CWEQWPDPRHKKAYWCTFV 2 06 

HIYLAPLALIVVMYARIARKLCQAPGPAPGGEEAADPRASRRRARVVHMLVMVALFFTLS 2 82 

FGYLLPLLLICFCYAKVLNHLHKK LKNMS KKS E AS KKKT AQT VL VVWVFG I S 259 

DYGQLS APQLHLVTVYAFPF - - - AHWLAFFNSSANPI I YGYFNENFRRG 3 3 9 

- - LTPASFLFRITAHCLAYSNSSVNPI IYAFLSENFRKA 313 

Query 34 0 FQAAFRARL 34 8 

Sbjct 314 YKQVFKCHI 322 

>sp|P47211.1|GALRl_HtJMAN B RecName : Full=Galanin receptor type 1; AltName: Ful 
AltName: Full=GALRl 

gb|AAA50767.1| B galanin receptor 

gb|AAC51936.1| B galanin receptor [Homo sapiens] 
Length=349 

Score = 122 bits (306), Expect = 2e-27, Method: Compositional matrix adjust. 
Identities = 91/309 (29%), Positives = 154/309 (49%), Gaps = 30/309 (9%) 

Query 47 IVAYALIFLLCMVGNTLVCFIVLKNR- - HMHTVTNMFI LNLAVSDLLVGI FCMPTTLVDN 104 

+V + LIF L ++GN+LV ++ +++ + TN+FILNL+++DL +FC+P 

Sbjct 37 LWFGLIFALGVLGNSLVITVLARSKPGKPRSTTNLFILNLSIADLAYLLFCIPFQATVY 96 

Query 105 LITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVH- - PFREKLTLRKALVTI 162 

Sbjct 97 

Sbjct 157 GCIWALSIAMASP VAYHQGLFHPRASNQTF- - 

Query 223 HIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLS 
YL PL LI YA++ L + ++ + + +++V + F +S 

Sbjct 207 FGYLLPLLLICFCYAKVLNHLHKK LKNMSKKSEASKKKTAQTVLVWWFGIS 

Query 283 WLPLWALLLLIDYGQLS APQLHLVTVYAFPF- - -AHWLAFFNSSANPI I YGYFNENFRRG 

Sbjct 260 WLPHH I IHLWAEFGVFP LTPASFLFRI1 - 1 1 FLSENFRKA 

Query 34 0 FQAAFRARL 34 8 

Sbjct 314 YKQVFKCHI 322 

>emb|CAA41734.1| Bd-1 dopamine receptor [Homo sapiens] 
Length=446 

GENE ID: 1812 DRDI | dopamine receptor Dl (Homo sapiens] 



Identities = 94/320 (29%), 
Query 60 GNTLVCFI VLKNRHMHT - VTNMFI LNLAVSDLLVGI FCMPTTLVDNLITGWPFDNATCKM 118 



SGLVQGMSVSASVFTLVAIAVERFRCIVHPFR-- 



VQLSWHKAKPTSPSDGNATSLAETIDNC- - 



YARIAR KLCQAPGPAPGGEEAADPRAS- - 

YTRIYR1AQKQIRRIAALERAAVHAKNCQTTTGNGKPVECSQPESSFKMSFKRETKVLKT 
LVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGY 
LSVIMGVFVCCWLPFFILNCILPFCGSGETQPFCIDSNTFDVFVWFGWANSSLNPIIYA- 



FNENFRRGFQAAFRA - R 



dbj |BAB5544 6.1| E G prot 

gb|AAP82929.1| Bhypogor 
gb | EAW69583.1| B KISS1 l 
gb|AAI40826.1| B KISS1 I 



- [Homo sapiens] 



Identities = 104/351 (29%) , 



LKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVS 
CRHKPMRTVTNFYIANLAATDVTFLLCCVPFTALLYPLPGWVLGDFMCKFVNYIQQVSVQ 



HHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHI YLAPLALI WMYARIARKLCQ - 2 4 5 



+YL PL 



YA + R L + 



--GEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSA 

AVRPAPADSALQGQVLAE-RAGAVRAKVSRLVAAWLLFAACWGPIQLFLVLQALGPAGS 

PQLHLVTVYAF P - FAHWLAFFNSSANPI I YGYFNENFRRGFQAAFRARLCP 3 5 0 

YA +AH +++ NS+ NP++Y + +FR+ F+ R+CP 
WHPRS YAAYALKTWAHCMS YSNS ALNPLLYAFLGSHFRQAFR RVCP 33 9 



Sbjct 



GNTLVCAAVIRFRHLRSKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAGFWPF-GSFCNI 
SGLVQGMSVSASVFTLVAIAVERFRCIVHPFR- - 



VQLSWHKAKPTSPSDGNATSLAETIDNC- - 



- - KLCQAPGPAPGGEEAADPRAS - - 



Sbjct 



LVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGY 
LSVIMGVFVCCWLPFFILNCILPFCGSGETQPFCIDSNTFDVFVWFGWANSSLNPIIYA- 
FNENFRRGFQAAFRA-RLCP 350 



>ref |NP_000785.1| I 
Sp|P21728.1|DRDl_E 



a RecName: Full=D(lA) dopamine receptor 



1| ES dopamine receptor Dl (Homo sapiens) 
1.1 | EH dopamine Dl receptor [Homo sapiens] 

: EH dopamine Dl receptor; DA Dl receptor [Homo sapi 
1.1 1 EH seven transmembrane helix receptor [Homo sapie 



=eptor 



. [Hon 



3 r Dl [Homo sapiens] 
jr Dl, isoform CRA b [Homo sapiens) 
in product [Homo sapiens] 



il EM 
.il El 

» M dopamine r 
K M dopamine 



c Dl 



sceptor Dl (Homo sapiens 



4 0 GNTLVCAAVIRFRHLRSKVTNFFVISLAVSDLLVAVLVMPWKAVAEIAGFWPF-G 

119 SGLVQGMSVSASVFTLVAIAVERFRCIVHPFR- 

M +AS+ L I+V+R+ I PFR iwi + «, + 
99 WVAFDIMCSTASlLNLCVISVDRYWAISSPFRYERKMTPKAAFi: 

176 SAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHI YLAPLALIWM 235 

159 VQLSWHKAKPTSPSDGNATSLAETIDNC DSSLSRTYAISSSVISFYIPVAIMIVT 213 



- -KLCQAPGPAPGGEEAADPRAS- - 



YTRIYRIAQKQIRRIAALERAAVHAKNCQTTTGNGKPVECSQPESSFKMSFKRETKVLKT 
LVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGY 



LSVIMGVFVCCWLPFFILNCILPFCGSGETQPFCII 



IFGWANSSLNPIIYA- 



Query 332 FNENFRRGFQAAFRA-R 



E galanin recepto, 
E galanin receptor 
E galanin receptor 



[Homo sapiens] 
[Homo sapiens] 
[Homo sapiens] 



: 2587 GALR1 | 



sapiens] (Over 10 PubMed links) 



IVAYALIFLLCMVGNTLVCFI VLKNR- -HMHTVTNMFILNLAVSDLLVGIFCMPTTLVDN 
+ v + LIP L +4GN+LV ++ -** ' TH-IFILNL+ + +DL + FG+P 

LWFGLIFALGVLGNSLVITVLARSKPGKPRSTTNLFILNLSIADLAYLLFCIPFQATVY 

LITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVH- - PFREKLTLRKALVTI 

ALPTWVLGAFI CKF1 HYFFTVSMLVS I FTLAAMSVDRYVAI VHSRRSSSLRVSRNALLGV 

LTVTREEIIIIFMVDARNRSYPLY5CWEAWPEKCMRRVYTTVLFS 

V + F A N+++ CWE WP+ ++ Y F 
- - VAYHQGLFHPRASNQTF CWEQWPDPRHKKAYWCTFV 

HIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLS 

FGYLLPLLL I CFC YAKVLNHLHKK LKNMS KKS E ASKKKTAQT VLVWWFG I S 

WLPLWALLLLIDYGQLSAPQLHLVTVYAFPF- - -AHWLAFFNSSANPIIYGYFNENFRRG 

WLPHH I I HLWAEFGVFP LTPASFLFRITAHCLAYSNSSVNPI IYAFLSENFRKA 

FQAAFRARL 34 8 

YKQVFKCHI 322 



sp|Q969F8.2 | 



AltName: Full. 



etastin receptor; AltName: 

ceptor 54; AltName: Full=Hypogonadotropin-l 



E G protein-coupled receptor 
gb| AAP82930 . 1 | E hypogonadotropin- 1 [Homo sap 
gb|AAI41813.1| E K1SS1 receptor [Homo sapiens 
"3 KISS1 receptor [Homo sapiens 



GENE ID: 84634 KISS1R | KISS! recept 

Score - 122 bits (305) , Expect = 3 
Identities = 104/351 (29%) , Positive 

Query 9 PNSSWPLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCMVGNTLVCFIV 68 

PN+SW N + AN+ +A+++A+LL +VGN+LV +++ 

Sbjct 9 PNASWGAPANASGCPGCGA-NASDGPVPSPRAVDAWLVPLFFAALMLLGIiVGNSLVIYVI 67 

Query 69 LKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNL1TGWPFDNATCKMSGLVQGMSVS 128 

Sbjct 6 8 CRHKPMRTVTNFYIANLAATDVTFLLCCVPFTALLYPLPGWVLGDFMCKFVNYIQQVSVQ 127 

- - EKLTLRKALVTI AVIWALALLIMCPSAVTLTVTREE 186 



HHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYI 

+ R+Y C EA+P + + R + +YL PL YA + K L + 

- - CS EAFPSRALERAFALYNLLAL YLLPLLATCACYAAMLRHLGR V 2 34 

- -GEEAADPRASRRRARVVHMLVMVALFFTLSWLPLWALLLLIDYGQLSA 300 
A PAP G+ A+ RA RA+V ++ V L F W P+ L+L G + 

AVRPAPADSALQGQVLAE-RAGAVRAKVSRLVAAWLLFAACWGPIQLFLVLQALGPAGS 2 93 

PQLHLVTVYAFP - FAHWLAFFNSS ANPI I YGYFNENFRRGFQAAFRARLCP 3 5 0 

YA +AH +++ NS+ NP++Y + +FR+ F+ R+CP 
WHPRSYAAYALKTWAHCMSYSNSALNPLLYAFLGSHFRQAFR RVCP 339 



GNTLVCFI VLKNRHMHT - VTNt 1?I LI r I "IF 1 rLVPiJ \ F NATCKM 118 

GNTLVC V++ RH+ + VTN F+++LAVSDLLV + MP V + WPF + C + 

GNTLVCAAVIRFRHLRSKVTNFFV1SLAVSDLLVAVLVMPWKAVAEIAGFWPF-GSFCNI 98 

SGLVQGMSVSASVFTLVAIAVERFRCIVHPFR - - EKLTLRKALVTI AVI WALALLI - MCP 17 5 

M +AS+ L I+V R+ I PFR K+T + A + I+V W L+ + LI P 

WVAFDIMCSTASILNLCVISVNRYHAISSPFRYERKMTPKAAFILISVAWTLSVLISFIP 158 

SAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWM 23 5 

VQLSWHKAKPTSPSDGNATSLAETIDNC DSSLSRTYAISSSVISFYI PVAIMI VT 213 

YAR IAR KLCQAPGPA PGGEEAADPR AS RRRARWHM 271 

Y RI R K CQ E + P +S +R +V+ 

YTRIYRIAQKQIRRIAALERAAVHAKNCQTTTGNGKP E ESSFKI frPET' LKT 273 

LVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGY 331 

LSVIMGVFVCCWLPFFILNCILPFCGSGETQPFCIDSNTFNVFVWFGWANSSLNPIIYA- 3 32 

FNENFRRGFQAAFRA - RLCP 350 



GNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLI-TG 
GNCLLVLVIARVRRLHNVTNLLIGNLALSDVLMCTACVPLTLAYAFEPRGWVFGGGLCHL 
SGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAV 



J- PEKGMRRVYTTVLFKHT YT..A PIALIWMYA 2 3 7 
tBW ++ R++Y L YL PL +I++ Y 

- -CEEFWGSQERQRQLYAWGLLLVTYLLPLLVILLSYV 246 

RIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQ 2 97 
R++ KL P + AD +RRR +LV+V + F + WLPL LL D 

RVSVKLRNRWPGCVTQSQADHDRARRRRTFC-LLWWWFAVCWLPLHVFNLLRDLDP 305 

LSAPQLHLVTVYAFP FAHWLAFFNSS ANPI I YGYFNENFRRGFQAAFRARLCPRPS 3 53 

H + YAF HWLA ++ NP IY + +++FR + A PR 
HAIDPYAFGLVQLLCHHLAMSSACYNPFIYAWLHDSFREELRKLLVAW- -PRKI 357 



E - 



: [Homo sapiens] 



sp|P30874.1|SSR2_HUMAN B RecName: Full=Somatostatin receptor type 2; AltName: Full=£ 
AltName: Full=SRIF-l 

gb|AAF42809.1|AF184174_l B somatostatin receptor 2A [Homo sapiens] 

gb | AAA58248 .1 | B somatostatin receptor isoform 2 

gb|AAH19 610.1| B Somatostatin receptor 2 [Homo sapiens] 

dbj |BAC06126.1| B seven transmembrane helix receptor [Homo sapiens] 



gblAAV38729.il E 

gb|AAH95495.1| B Somatostatin receptor 2 [Homo sapiens] 
gb|EAW89112.1| E somatostatin receptor 2, isoform CRA_b [1 
dbj |BAF83434.1| B unnamed protein product [Homo sapiens] 



MEGEPSQPPNS--SWPLSQNGTNTE- " FI VAYALIFLLCM 

3-VVSTNTSNQT-EPYYDLTSNAVLTFIYFWCIIGLC- 



-GNTLVIYVILRYAKMKTITNIYILNLAIADELF-MLGLPFLAMQVALVHWPFGKAICRV 117 

SGLVQGMSVSASVFTLVAIAVERFRCI VHPFREKLTLR- - - KALVTIAVIWALALLIMCP 175 

V G++ S+F L ++++R+ + VHP + R ++T+AV W ++LL++ P 

VMTVDGINQFTSIFCLTVMSIDRYLAWHPIKSAKWRRPRTAKMITMAV-WGVSLLVILP 176 

SAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHI - - YLAPLALIV 233 

+ R+ + SC WP + ++++ I +L PL +1 

IMI YAGLRSNQWGRSSCT1NWPGESGAWYTGFIIYTFILGFLVPLTIIC 225 

VMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLI 293 

LCYLFIIIKV KSSGIRVGSSKRKKSEKKVTRMVSIVVAVFIFCWLPFY IF 2 75 

DYGQLS APQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAF-RAR 34 7 

+ +S PL + FF L + NS ANPI+Y + ++NF++ FQ + 

- FLiFVVVLTYANECAKFILYAFLJDNFKPCJ.FOIlVLCLVf'. 3 31 



VSGTDDGERSDSKQDK 



l receptor 5 [Homo sapiens] 
Expect = 8e-26, Method: Compositional 



{ - MLGLPFLATQNAASFWPFGPVLCRLV 115 

Query 120 GLVQGMSVSASVFTLVAIAVERFRCI VHPFREKLTLRKALVTI - - AVIWALALLIMCPSA 177 

Sbjct 116 MTLDGVNQFTSVFCLTVMSVDRYLAVVHPLSSARWRRPRVAKLASAAAWVLSLCMSLPLL 175 

Query 178 VTLTVTREEHHFMVDARNRSYPLYSCWEAWPE KGMRRVYTTVLFSHI YLAPLALI 232 

V V +C +WPE + +YT VL + APL +1 

Sbjct 176 VFADVQEGG TCNASWPEPVGLWGAVFIIYTAVLG- -- FFAPLLVI 217 

Query 233 VVMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLL 2 92 

Query 293 IDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRARLCPRP 352 

+ + PQ + + F L++ NS ANP + +YG+ ++NFR+ FQ LC R 

Sbjct 271 --NLAVALPQ-EPASAGLYFFVVILSYANSCANPVLYGFLSDNFRQSFQKV LCLRK 323 



>ref | NP_001044 . 1 llB somatostatin receptor 5 [Homo sapiens! 
sp|P35346.3 |SSR5_HUMAN B RecName : Full=Somatostatin receptor type 5; AltName: Full= 
dbj |BAA04107.1| B fifth somatostatin receptor subtype [Homo sapiens] 
gb|AAB31829 .1 | B somatostatin receptor subtype SSTR5, SRIF receptor subtype SSTR5 

[human, Peptide, 364 aa] 

gb|AAL88744.1| B somatostatin receptor subtype 5 [Homo sapiens] 



:D: 6755 SSTR5 | somatostatin receptor 5 [Homo sapiens] 

Expect = 9e-26, Method: Compositional matrix adjust 



) PubMed links) 

[29 . . 

! (30%), Positives = 148/312 (47%), Gaps = 40/312 (12%) 



Sbjct 57 GNTLVIYWLRFAKMKTVTNIYILNLAVAD 115 

Query 12 0 GLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVT1 - -AVIWALALLIMCPSA 177 

Sbjct 116 MTLDGVNQFTSVFCLTVMSVDRYLAVVHPLSSARWRRPRVAKLASAAAWVLSLCMSLPLL 175 

Query 178 VTLTVTREEHHFMVDARNRSYPLYSCWEAWPE KGMRRVYTTVLFSHI YLAPLALI 232 

Sbjct 176 VFADVQEGG TCNASWPEPVGLWGAVFIIYTAVLG- -- FFAPLLVI 217 



VVMYARIARKLCQAPGPAPGGEEAADPRASRRRARVVHMLVMVALFFTLSWLPLWALLLL 



ptide receptor {Homo sapie 



gb|AAH95539 
gb|AAI01493 



gb|ABQ52422 



. | B PRLHR p 
| E PRLHR E 
| B PRLHR E 



| B prol 
B prol 



(Over 10 PubMed li 
Score = 117 bits 



natrix adjus 



Query 298 
Sbjct 306 
Query 354 



SGLVQGMSVSASVFTLVAIAVERFRCIVHPFRE T r T L LLII CPSAV 

+Q ++V SVFTL IAV-,F.+ .VHP R + n LR i + IWAL+ ++ P+AV 
VFFLQPVTVYVSVFTLTT1AVDRYWLVHPLRRR1SLRLSAYAVLAIWALSAVLALPAAV 



- - CEEFWGSQERQRQLYAWGLLLVTYLLPLLVILLSYV 
R1ARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQ 



LSAPQLHLVTVYAFP FAHWLAFFNSSANE 

H + YAF HWLA ++ NP IY + + + + FR + A PR 
HAIDPYAFGLVQLLCHWLAMSSACYNPF1YAWLHDSFREELRKLLVAW--PRKI 



Sbjct 3 

Query 59 



Sbjct 



i = 97/353 (27%), Positives = 163/353 (46%), Gaps = 43/353 (12%) 
MEGEPSQPPNS- -SWPLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVAYALIFLLCM 58 
;-WSTNTSNQT-E 



? - MLGLPFLAMQVALVHWPFGKA I CR V 117 

SGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLR KALVTIAVIWALALLIMCP 175 

V G+ + S;.? L , , • -R + *VHP + R ++T+AV W ■> ' LL , < P 

VMTVDGINQFTSIFCLTVMSIDRYLAWHPIKSAKWRRPRTAKNITMAV-WGVSLLVILP 176 

SAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHI - - YLAPLALIV 233 

+ R+ + SC WP + ++++ I +L PL +1 

IMI YAGLRSNQWGRSSCTINWPGESGAWYTGFIIYTFILGFLVPLTIIC 225 

VMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLI 2 93 
+ Y I K+ G + + +V M+ +V F WLP + + 
LCYLFIIIKV KSSGIRVGSSKRKKSEKKVTRMVSIWAVFIFCWLPFY IF 275 

DYGQLS APQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQ 341 

NVSSVSMAISPTPALKGM FDFVWLTYANSCANPILYAFLSDNFKKSFQ 324 



;apiens] 
Full=GPR73b; 



AltName: Full=GPRg2 
gb | AAM48128 . 1 | AF506288_1 E prokineticin receptor 2 [Homo sapiens] 
dbj |BAC24022.1| E GPRg2 [Homo sapiens] 

emb|CAI22379.1j E prokineticin receptor 2 [Homo sapiens] 

gb|AAI04962.11 E Prokineticin receptor 2 [Homo sapiens] 
Length=384 

Query 16 SQNGTNTEATP ATNLTFS - S YYQHTS PV AAMFIVA^ 

Sbjct 3 AQNG-NTSFTPNFNPPQDHASSLSFN 

Query 53 - I FLLCMVGNTLVCF I VLKNRHMHTVTNMFI Lt\ 

Sbjct 62 GIMLVCGIGNFVFIAALTRYKKLRNLTNLLIANLAISDFLVAIICCPFEMDYYWRQLSW 

Query 110 PFDNATCKMSGLVQGMSVSASVFTLVAI AVERFRCIVHPFREKLTLRKALVTIAVIWALA 

Sbjct 122 EHGHVLCASTOYLRTVSLYVSTNALLAIAIDRYLAIVHPLKPRMNYQTASFLIALVWMVS 

Query 170 LLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWP- -EKGMRRVYTTVLFSHIYLA 

Sbjct 182 ILI AI PSAYFAT ETVLFI VKSQEKI F CGQIWPVDQQLYYKSYFLFIFGVEFVG 

Query 22 8 PLAL1WMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLW 
P+ + + YARI+R+L P E+ RR+ +V M ++ A +LWP+ 

Sbjct 235 PWTMTLCYAR I SRELWFKAVPGFQTEQ I RKRLRCRRKTVLVLMCILTA - - YVLCWAPF Y 

Query 28 8 ALLLLIDYG-QLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRA 

++ D+ + + H +T AF +A NS N + + N + F+ 

Sbjct 293 GFTIVRDFFPTVFVKEKHYLT- -AFYWECI At 'FKKMMLL 



HWRPSQRGSKSSA 363 
22.11 E prokineticin receptor 2 [Homo sapiens] 



Query 101 LVDNLIT- -GWPFDNATCKMSGLVQGMSVSASVFT 

Sbj ct 53 8 MDYYWRQLSWEHGHVLCASVNYLRTVSLYVSTNALLAIAIDRYLAIVHPLKPRMNYQTA 

Query 15 9 LVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWP- -EKGMRRVY 

Sbj ct 59 8 S FLIALVWMVS I LI AI PSAYFAT- - -ETVLFIVKSQEKIF CGQIWPVDQQLYYKSY 

Query 217 TTVLFSHIYLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVA 
+F ++ P+ + + YARI+R+L P E+ RR+ +v M ++ A 

Sbjct 651 FLFIFGVEFVGPWTMTLCYARI SRELWFKAVPGFQTEQ I RKRLRCRRKTVLVLMCILTA 

Query 277 LFFTLSWLPLWALLLLID-YGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNEN 
+ L W P + ++D++ +H+TAF +ANSN++ N 

Sbj ct 711 - - YVLCWAPFYGFTIVRDFFPTVFVKEKHYLT- - AFYWECIAMSNSMINTVCFVTVKNN 

Query 336 FRRGFQAAFRARLCPRPSGSHKEA 359 

Sbjct 767 TMKYFKKMMLLHWRPSQRGSKSSA 790 

>dbj |BAG36594 .1 | E unnamed protein product [Homo sapiens] 

GENE ID: 6752 SSTR2 | somatostatin receptor 2 [Homo sapiens] 
(Over 10 PubMed links) 

Score = 116 bits (290) , Expect = 2e-25, Method: Compositional matrix ad 
Identities = 96/376 (25%), Positives = 172/376 (45%), Gaps = 44/376 (11%) 

Query 1 MEGEPSQPPNS - -SWPLSQNGTNTEATPATNLTFSS YYQHTS PVAAMFIVAYALI FLLCM 

Sbjct 3 MADEPLNGSHTWLS I PFDLNGS - VVSTNTSNQT - E P Y YDLTSNAVLTFI - - YFWCI IGL 

Query 59 VGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKM 
GNTLV +++L+ M T TN++ILNLA++D L + +P + + WPF A C++ 
Sbj ct 59 CGNTLVIYVILRYAKMKTTTNIYILNLAIADELF-MLGLPFLAMQVALVHWPFGKAICRV 

Query 119 SGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLR KA 

Sbjct 118 VMTVNGINQFTSIFCLTVMSIDRYLAWHPIKSAKWRRPRTAKMITMAV-W 

Query 17 6 SAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHI - - YLAPLALI V 

+ R+ + SC WP + ++++ I +L PL +1 

Sbjct 177 IMI YAGLRSNQWGRSSCTINWPGESGAWYTGFIIYTFILGFLVPLTIIC 

Query 2 34 VMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLI 

+ Y I K+ G + + +V M+ +V F WLP + + 
Sbjct 226 LCYLFIIIKV KSSGIRVGSSKRKKSEKKVTRMVSIWAVFIFCWLPFY IF 



Query 294 DYGQLS APQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAF-RAR 347 

+ +S P I, + F F L + NS ANPI+Y + + + NF++ FQ + 

Sbjct 276 NVSSVSMAISPTPALKGM FDFVWLTYANSCANPILYAFLSDNFKKSFQNVLCLVK 331 

Query 348 LCPRPSGSHKEAYSER 36 3 
Sbjct 332 VSGTDDGERSDSKQDK 347 



>gb|AAH95542.1| E Neuromedin B receptor [Homo sapiensj 




Query 50 YALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGW 109 

Y LI + ++GN + + I + N M +V N+FI NLA DLL+ + C+P W 
Sbjct 50 YLLIITVGLLGNIMLVKIFITNSAMRSVPNIFISNLAAGDLLLLLTCVPVDASRYFFDEW 109 

Query 110 PFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLT- - LRKALVTI AVIWA 167 

F CK+ ++Q SV SVFTL A++ +R+R IV+P + + L + V IW 
Sbjct 110 MFGKVGCKLIPVIQLTSVGVSVFTLTALSADRYRAIVNPMDMQTSGALLRTCVKAMGIWV 169 

Query 16 8 LALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMR- -RVYTTVLFSHIY 225 

Sbjct 170 VSVLLAVPEAVFSEVAR ISSLDNSSFT- -ACI -PYPQTDELHPKIHSVLIFLVYF 221 

Query 226 LAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLP 285 

Sbjct 222 L1PLAIISIYYCHIAKTLIKSAHNLPGEYNEHTKKQMETRKRLAKIVLVFVGCFIFCWFP 281 

Query 286 LWALLLL- - IDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAA 343 

Sbjct 282 NHILYMYRSFNYNEIDPSLGHMIVTLV ARVLSFGNSCVNPFALYLLSESFRRHFN- - 336 

Query 344 FRARLCPRPSGSHKEAYSER 363 

++LC +++Y ER 

Sbjct 337 --SQLC CGRKSYQER 349 

=>gb|ABQ52418.1| E prokineticin receptor 2 [Homo sapiens] 

(Over ±0 'pibMid 4 links f 2 ' P rokineticin receptor 2 [Homo sapiens] 

Identities 1 - 9S/373 2 U6" ) ^litives 6 -"^/!?^ 

Query 16 SQNGTNTEATP ATNLTFS - S YYQHTS PV AAMFIVAYAL- 52 

Sbjct 3 AQNG-NTSFTPNFNPPQDHASSLSFNFSYGDYDLPMDEDEDMTKTRTFFAAKIVIGIALA 61 

Query 53 - IFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVG1FCMPTTLVDNLI - -TGW 109 

Sbjct 62 GIMLVCGIGNFVFIAALTRYKKLRNLTNLLIANLAISDFLVAIICCPFEMDYYWRQLSW 121 

Query 110 PFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALA 169 

+ C ++ + S + S L+AIA++R+ IVHP + + + + A IA++W ++ 

Sbjct 122 EHGHVLCASVNYLRTVSLYVSTNALLAIAIDRYLAIVHPLKPRMNYQTASFLIALVWMVS 181 

Query 170 LLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWP- -EKGKRRVYTTVLFSHIYLA 227 

+LI PSA T E F+V ++ + + C + WP + + + Y +F ++ 
Sbjct 182 ILIAI PSAYFAT ETVLFI VKSQEKIF CGQIWPVDQQLYYKSYFLFIFGVEFVG 234 

Query 228 PLALIVVMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLW 287 

P+ + + YARI+R+L P E+ RR+ +V M++A + L W P + 

Sbjct 235 PWTMTLCYARISRELWFKAVPGFQTEQIRKRLRCRRKTVLVLMCILTA- - YVLCWAPFY 292 

Query 288 ALLLLIDYG-QLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRA 346 

Sbjct 293 GFTIVRDFFPTVFVKEKHYLT--AFYWECIAMSNSMINTMCFVTVKNNTMKYFKKMMLL 350 

Sbjct 351 HWRPSQRGSKSSA 363 

>ref |NP_002502 .2 | EE neuromedin B receptor [Homo sapiens] 

sp|P28336.2|NMBR_HUMAN E RecName : Full=Neuromedin-B receptor; Short =NMB-R; AltName: Full=Neuromedin-B-pref erring 
bombesin receptor 

enb|CAH70473.1| E neuromedin B receptor [Homo sapiens] 

gb | EAW47886 .1 | E neuromedin B receptor [Homo sapiens] 
Length=390 

GENE ID: 4829 NMBR | neuromedin B receptor [Homo sapiens] 
(Over 10 PubMed links) 

Identities = 89/320 2 U7%) , E positives e = 2 152/320°t47%°? P Gaps 1 ™^ 

Query 50 YALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGW 109 

Y LI + ++GN ++ I + N M +V N+FI NLA DLL+ + C+P W 
Sbjct 50 YLLIITVGLLGNIMLVKIFITNSAMRSVPNIFISNLAAGDLLLLLTCVPVDASRYFFDEW 109 

Query 110 PFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLT- - LRKALVTI AVIWA 167 

F CK+ ++Q SV SVFTL A++ +R+R IV+P + + L + V IW 
Sbjct 110 MFGKVGCKLIPVIQLTSVGVSVFTLTALSADRYRAIVNPMDMQTSGALLRTCVKAMGIWV 169 

Query 168 LALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMR- -RVYTTVLFSHIY 225 

+++L+ P AV V R + N S+ +C +P+ ++++ ++F + 

Sbjct 170 VSVLLAVPEAVFSEVAR ISSLDNSSFT - - ACI - PYPQTDELHPKIHSVLIFLVYF 221 



226 LAPLALIWMl -F ~ 'AADPRASRRRARWHMLVMVALFFTLSWLP 285 

L PLA+I + Y IA+ L ++ PG + R R+ + + + + F W P 

222 LIPLAIISIYYYHIAKTLIKSAHNLPGEYNEHTKKQMETRKRLAKIVLVFVGCFIFCWFP 281 

286 LWALLLL- -IDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAA 343 

282 NHILYMYRSFNYNEIDPSLGHMIVTLV- - 

344 FRARLCPRPSGSHKEAYSER 363 



gb|AAB27330.1| G neuromedin B receptor 
[human, SCLC cell line H34S, Peptide, 39 
Length=390 

^GENE ID : ^4829^NMBR^ neuromedin B recep 

Score = 115 bits (288), Expect = 3e-2 
Identities = 89/320 (27%) , I 

Query 50 YALIFM.CKVGNTLVCFIVLXKRHMHTVTNKFILNLAVSDI.I.VGIFCMPTTLVDNLITGW 
y LI + t+GN ++ I + N M >V N+FI NLA DI.I.+ + C+P W 
Sbjcc 50 YLLIITVGLLGNIMLVKIFITNSAMRSVPNIFISNLAAGDI.I.I.LLTCVPVDASRYFFDEW 

Query 1] 0 PFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLT- - LRKAI.VTT AVIWA 

sbjct j i.o mfgkvgckl i pviQLTSvovi'.T7:.T;-.:.;';-.r?.Y?.. "tcvkamgiwv 

Query 16B LATJ.TMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWF.AWPEKGMR- - R VYTTVL FS H I Y 

' - pypqtdelhpkihsvli flvyf 
xrtarklc:qa?c-papggeeaadprasrrrar\a, 
liplaiisjyyyhiaktliksahnlpgeynehtkkqmetrkrt.? 

'FAHWLAFFNS 

A L+F NS . . 
-ARVLSFGNSCWPFALYLLSESFRRHFN- - 



| E somatostatin receptor 

1| E fourth somatostatin receptor subtype [I 
| 13 Somatostatin receptor 4 [Homo sapiens] 



?ubMed links) 
115 bits (28 



PFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFR 

PFGSVLCRAVLSVDGLNMFTSVFCLTVLSVDRYVAVVHPLR 

LALLIMCPSAVTLTVTREEHHFMVDAR-NRSYPLYSCWEAW 

ASLLVTLPIAI FADTRPARGGQAVACNLQWPHPAWSAVFWYTFLLGFL 2 21 

APLALIVVMYARIARKLCQAPGPAPGGEEAADPRASRRRA- -RWHMLVMVALFFTLSWL 2 84 

P+ I + Y I K+ +A G ++ RRR+ ++ + + +MV + F L W+ 

LPVLAIGLCYLLIVGKM-RAVALRAGWQQ RRRSEKKITRLVLMVWVFVLCWM 273 

PLWALLLL-IDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPII YGYFNENFRRGFQAA 34 3 
P + + LL + L A H+ + L++ NS ANPI+YG+ ++NFRR FQ 

PFYWQLLNLWTSLDATVNHVSLI LSYANSCANPILYGFLSDNFRRSFQRV 32 5 



. [Homo sapiens] 



GLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTIiRKALVTI - - AVIWALALLIMCPSA 177 

+ G++ SVF L ++V+RH +VHP R + + A W L+L + P 

MTLDGVNQFTSVFCLTVMSVDRYLAWHPLSSARWRRPRVAKLASAAAWVLSLCMSLPLL 175 



Query 178 VTLTVTRF.F.HHFMVDARNRSYPLYSCWEAWPE KGMRRVYTTVLFSHIYLAPLALI 232 

V V +C +WPE + +YT VL + A PL +1 
Sbjct 176 VFADVQEGG TCNASWPEPVGLWGAVFI I YTAVLG FFAPLLVI 217 

Query 233 VVMYARIARKLCQAPGPAPGGEEAADPRASRRRARVVHMLVMVALFFTLSWLPLWALLLL 292 

+YIK+ AG RSR+V M+++V L F WLP + + ++ 

Sbjct 218 CLCYLLIWKV RAAGVRVGCVRRRSER- -KVTRMVLWVLVFAGCWLPFFTVNIV 270 

Query 293 IDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRARLCPRP 352 

+ + PQ + + F L++ NS ANP + +YG+ ++NFR+ FQ LC R 

Sbjct 271 --NLAVALPQ-EPASAGLYFFVVILSYANSCANPVLYGFLSDNFRQSFQKV LCLRK 323 

Query 353 SGSHKEA 359 

Sbjct 324 GSGAKDA 330 

>re£|NP_005950.1| EE melatonin receptor IB [Homo sapiens] 

sp|P49286.l|MTRlB_HUMAN E RecName : Full=Melatonin receptor type IB; AltName: Full=Mellb 
melatonin receptor; Short=Mel-lB-R 

gb|AAC50612.1| E Mellb-melatonin receptor 

dbj |BAA92315.1| E melatonin lb receptor [Homo sapiens] 

gb|AAS00461.1| E melatonin receptor IB [Homo sapiens] 

gb|AAH691S3.1| E Melatonin receptor IB [Homo sapiens] 

gb|EAW66891.1| E melatonin receptor IB [Homo sapiens] 



7ILSVLRNRKLRNAGNLFLVSLALADLVVAFYPYPLI 

Query 118 MSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRK- - ALVTIAVIWALALLIMCP 

Sb j ct 115 ASAFVMGLS VIGS VFNITA1 AINRYCYICHSMAYHRI YRRWHTPLHICLIWLLTWALLP 

Query 176 SAVTLTVTREEHHFMVDARNRS YPLYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIVVM 

Sbjct 175 NFFVGSLEYDPRIYSC- - TFIQTASTQYTAAVWIH- FLLPI AWSFC 

Query 236 YARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALF- -FTLSWLPLWALLLLI 
YR1 +QA A +R +++ LM+FF+WPL+L+ 

Sbj ct 220 YLRIWVLVLQARRKA KPESRLCLKPSDLRSFLTMFWFVIFAICWAPLNCIGLAV 

Que ry 2 94 DYG - QLSAPQLHLVTVYAFPFAHWLAFFNS SANPI I YGYFNENFRRGFQAAFRARLCPR - 

Q APQ + F ++ LA+FN , 1 4 | tN FFF ++ A PR 

Sbjct 275 AINPQEMAPQ- - - IPEGLFVTSYLLAYFNSCLNAI VYGLLNQNFRREYKRILLALWNPRH 



J Unknown (protein for IMAGE: 3354783) [Homo sapiens] 



adjust 



Query 3 5 YYQHTSPVAAMFIVAYALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFI 

Sbjct 14 YYDLTSNAVLTFI--YFWCIIGLCGNTLVIYVILRYAKMKTITNIY1 

Query 95 FCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERF 

Sbjct 71 LGLPFLAMQVALVHWPFGKAICRWMTVDGINQFTSIFCLTVMSIDRYLAWHPIKSAKW 130 

Query 155 LR KALVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKG 211 

-HGVSLLVILPIMI YAGLRSNQWGRSSCTINWPGES 178 

- -YLAPLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARW 269 

Sbjct 179 GAWYTGFI I YTFILGFLVPLTI ICLCYLFI I I KV KSSGIRVGSSKRKKSEKKVT 232 

Query 270 HMLVMVALFFTLSWLPLWALLLLIDYGQLS APQLHLVTVYAFPFAHWLAFFNSSA 324 

M+ +V F WLP + + + +S PL + F F L + NS A 
Sbjct 233 RMVSIWAVFIFCWLPFY IFNVSSVSMAISPTPALKGM FDFVWLTYANSCA 284 

Query 325 NPIIYGYFNENFRRGFQAAF-RARLCPRPSGSHKEAYSER 363 

NPI+Y + ++NF++ FQ ++ G ++ ++ 

Sbjct 285 NPILYAFLSDNFKKSFQNVLCLVKVSGTDDGERSDSKQDK 324 

>ref|NP_001043.2| GE somatostatin receptor 4 [Homo sapiens] 

emb|CAB51953.1| E somatostatin receptor 4 [Homo sapiens] 
gb | AAI17271 .1 | E Somatostatin receptor 4 [Homo sapiens] 
gb | EAX1017a.l| E somatostatin receptor 4, isoform CRA_c [Homo sapiens] 
Length=388 

GENE ID: 6754 SSTR4 | somatostatin receptor 4 [Homo sapiens] 



1 lin> 



113 t 



i (283), 



ad jus 



3 = 92/306 (30%), Positives = 150/306 (49%), Gaps = 34/306 ( 

YALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGW 109 
YAL+ L+ +VGN LV F++L+ M T TN+++LNLAV+D L + +P + W 

YALVCLVGLVGNALVIFVILRYAKMKTATNI YLLNLAVADELF-MLSVPFVASSAALRHW 112 

PFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAV- - IWA 167 
PF + C+ V G+ + + SVF L ++V+R+ +VHP R R ++ + +W 

PFGSVLCRAVLSVDGLNMFTSVFCLTVLSVDRYVAWHPLRAATYRRPSVAKLINLGVWL 172 

LALLIMCPSAVTLTVTREEHHFMVDAR-NRSYPLYSCWEAWPEKGMRRWTTVLFSHIYL 226 

+LL+ P A+ D R R +C WP V+ F +L 

ASLLVTLPIAI FADTRPARGGQAVACNLQWPHPAWSAVFWYTFLLGFL 221 

APLAL1WMYARIARKLCQAPGPAPGGEEAADPRASRRRA- - RWHMLVMVALFFTLSWL 284 

P+ 1 + Y I K+ +A G ++ RRR+ ++ +++MV + F L W+ 

LPVLAIGLCYLLI VGKM - RAVALRAGWQQ RRRSEKKITRLVLMVVWFVLCWM 273 



LLNLFVTSLDATVNHVSLI - - 



- -LSYANSCANPILYGFLSDNFRRFFQRV 



Sbjct 



i [Homo sapiens] 



3 = 97/340 (28%), Positives = 164/340 (48%), 

PPNSSWPLSQNGTNTEATPATNLTFSSYYQHTSPVAAMFIVA- 
PPNSS + + PA H SP + I A 

PPNSS AGSEDAQLEPA 

IVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMS 
h ! ■■ i L+ WPF + A CK » + + 

VIIRYTKMKTATNIYIFNLALADALVTT-TMPFQSTVYLMNSWPFGDALCKIVISIDYYN 

VSASVFTLVAIAVERFRCIVHPFREKLTLR- 
+ S+FTL ++V+R+ + HP + L R 
MFTSIFTLTMMSVDRYIAVCHPVK- ALDFRTPLKAKI! 

-LYSCWEAWPEKGMRRVYTTVLFSHIYLAPLALIWMYARIAR 



KVREDVDVI ECSLQFPDDDYSWWDLFMK 

KLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAP 



- -KDRNLRRITRLVLWVAVFWCWTPIHIFILVEALGSTSHS 291 



QLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQ 



n CRA_b [Homo sapiens] 



PFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAV--IWA 167 

PFGSVLCRAVLSVDGLNMFTSVFCLTVLSVDRYVAWHPLRAATYRRPSVAKLINLGVWL 17.2 

LALLIMCPSAVTLTVTREEHHFMVDAR-NRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYL 226 

+LL+ P A+ D R R +C WP V+ F +L 

ASLLVTLPIAI FADTRPARGGQAVACNLQWPKPAWSAVFWYTFLLGFL 2 21 

APLALIVVMYARIARKLCQAPGPAPGGEEAADPRASRRRA-- 

LPVLAIGLCYLLI VGKM -RAVALRAGWQQ 

PLWALLLL - 1 D YGQLSAPQLHLVTVYAFPF AHWLAFFNS SANP 1 1 YG YFNENFRRGFQAA 34 3 
P + + LL + L A H+ + MS ANPI+YG+ ++NFRR FQ 

PFYWQLLNLFVTSLDATVNHVSLI LSYANSCANPILYGFLSDNFRRFFQRV 32 5 



>emb |CAH73066.1 | E3 prolactin releasing hormone receptor [Homo sapiens] 
Length=370 

Score = 113 bits (283), Expect = le-24, Method: Compositional matrix adjust. 
Identities = 99/305 (32%), Positives = 152/305 (49%), Gaps = 25/305 (8%) 

Query 60 GNTLVCFI VLKNRHMHTVTNMFI LNLAVSDLLVGI FCMPTTLVDNLI - TGWPFDNATCKM 118 



Sbjct 



SGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLRKALVTIAVIKALALLIMCPSAV 
+Q ++V SVFTL IAV+R+ +VHP R +++LR + + IWAL+ ++ P+AV 
VFFLQPVTVYVSVFTLTTIAVDRYWLVHPLRRRISLRLSAYAVLAIWALSAVLALPAAV 

TLTVTREEHHFMVDARNRSYPLYSCWEAW- PEKGMRRVYTTVLFSHIYLAPLALIVVMYA 

HTYHVELKPHDVRL- -CEEFWGSQERQRQLYAWGLLLVTYLLPLLVILLSYV 

RIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQ 

RVSVKLRNRWPGCVTQSQADWDRARRRRTFC-LLWIVWFAVCWLPLHVFNLLRDLDP 

LSAPQLHLVTVYAFP FAHWLAFFNSSANPI I YGYFNENFRRGFQAAFRARLCPRPS 

--PRKI 



amed protein product [Homo sapiens] 



I (26 



adjust 



Query 16 SQNGTNTEATP ATNLTFS - S YYQHTS PV 

Sbjct 3 AQNG-NTSFTPNFNPPQDHASSLSFNFSYGDYDLPMDEDEDMTKTRTFFAAKIVIGIALA 61 

Query 53 - IFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLI - -TGW 109 

Sbjct 62 GIMLVCGIGNFVFIAALTRYKKLRNLTNLLIANLA1SDFLVAIICCPFEMDYYWRQLSW 121 

Query 110 PFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCI VHPFREKLTLRKALVT1AVIWALA 169 

Sbjct 122 EHGHVLCASWYLRTVSLYVSTNALLAIAIDRYLAIVHPLKPRMNYQTASFLIALVWMVS 181 

Query 170 LLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWP- - EKGMRRVYTTVLFSHI YLA 227 

+LI PSA T E F+V ++ + + C + WP ++ + Y +F ++ 

Sbjct 182 ILIAIPSAYFAT ETVLFIVKSQEKIF CGQIWPVDQQLYYKSYFLFIFGVEFVG 234 

Query 228 PLALIWMYARIARKLCQAPGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLW 287 

Sbjct 235 PWTMTLCYARISRELWFKAVPGFQTEQIRKRLRCRRKTVLVLMCILTA--YVLCWAPFY 292 

Query 288 ALLLLIDYG-QLSAPQLHLVTVYAFPFAHWLAFFNSSANPIIYGYFNENFRRGFQAAFRA 346 

Sbjct 293 GFTIVRDFFPTVFVKEKHYLT- -AFYWECIAMSNSMIYTVCFVTVKNNTMKYFKKMMLL 350 



HWRPSQRGSKSSA 



: 6754 SSTR4 | 



1 link 



(280), 



natostatin receptor 4 [Homo sapiens 



(29%), Positives = 149/306 (48%), Gaps = 34/306 (11%) 

5 0 YALIFLLCMVGNTLVCF1VLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGW 

54 YALVCLVGLVGNALVIFVILRYAKMKTATTIYLLNLAVADELF-MLSVPFVASSAALRHW 

110 PFDNATCKMSGLVQGMSVSASVFTLVAI AVERFRCI VHPFREKLTLRKALVTIA- - VIWA 

113 PFGSVLCRAVLSVDGLNMFTSVFCLTVLSVDRYVAVVHPLRAATYRRPSVAKL1NLGVWL 

168 LALLIMCPSAVTLTVTREEHHFMVDAR-NRSYPLYSCWEAWPEKGMRRVYTTVLFSHIYL 
+LL+ P A+ D R R +C WP V+ F +L 

173 ASLLVTLPIAI FADTRPARGGQAVACNLQWPHPAWSAVFWYTFLLGFL 

22 7 APLAL1WMYARIARKLCQAPGPAPGGEEAADPRASRRRA- -RWHMLVMVALFFTLSWL 
P+ I + Y I K+ +A G + + RRR+ + + +MV + F L W+ 

222 LPVLAIGLCYLLIVGKM - RAVALRAGWQQ RRRSEKKI TRLVLMWWFVLCWM 

285 PLWALLLL- IDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANPI I YGYFNENFRRGFQAA 

274 PFYWQLLNLVVTSLDATVNHVSLI - - 

344 FRARLC 349 



S0542.1| 13 unnamed protein 
: 4886 NPY1R | neuropeptide 



5 = 68/171 (39%) , I 

MHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFT 133 
M VTN+ I+NL+ SDLLV I C+P T V L+ W F A CK++ VQ +S++ S+F+ 
MRNVTNILIVNLSFSDLLVAIMCLPFTFVYTLMDHWVFGEAMCKLNPFVQCVSITVSIFS 60 



Query 134 LVAIAVERFRCIVHPFREKLTLRKALVTIAVIWALALLIMCPSAVTLTVTRE-EHHFMVD 192 

LV IAVER + I++P + R A V IAVIW LA+ P + +T E + +D 
Sbjct 61 LVLIAVERHQLIINPRGWRPNNRHAYVGIAVIWVLAVASSLPFLI YQVMTDEPFQNVTLD 120 

Query 193 ARNRSYPLYSCWEAWPEKGMRRVYTTVLFSHI YLAPLALIVVMYARIARKL 243 



| Eka 
1| Eu 



= 89/310 (28%), Positives = 154/310 ( 

^-YALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFC 



MPTTLVDNLITGWPFDNATCKMSGLVQGMSVSJ-S -"l r ^^"CEKL"LR 

MPFQSTVYLMNSWPFGDVLCKIVISIDYYNMFTSIFTLTMMSVDRYIA 

KALVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYP- -I 

VLGGTKVREDVDVIECSLQFPDDDYSWWDLFMK-- 
ARIARKLCQAPGPAPGGEEAADPRASRRRARVVHM 



LVMVALFFTLSWLPLWALLLLIDYGQLSAPQL] _ -ZZ 
VLVWAVFVVCWTPIHIFILVEALGSTSHSTAALSSYY- - - FCIALGYTNSSLNPILYAF 
FNENFRRGFQ 34 1 



AltName: Full=KOR^ 



prf | | 2104381A kappa opioid receptor 
- je ngth=380 



HISPAIPVIITAVYSWFWGLVGNSLVMFVIIR 
MPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKLTLR 
M PFQS T VYLMNSW PFGD VLCKI VI S I DY" 

- - -KALVTIAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYP- - 

!I - SAIVLGGTKVREDVDVIECSLQFPDDDYSWWDIiFMK- - 



ICVFIFAFVIPVLI 1 1 VCYTLMILRL- KSVRLLSGSRE KDRNLRRITRL 2 75 

LVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAFPFAHWLAFFNSSANP11YGY 331 
+++V F + W P+ +L+ G S L + Y F L + NSS NPI+Y + 
VL WVAVF WCWTP I HIFILVEALGSTSHS TAALS S Y Y - " ' 

FNENFRRGFQ 341 

LDENFKRCFR 34 2 

1|AF441129 1 E cholecystokinin-C receptor (Homo sa] 
ii E CCK-B/gastrin receptor variant [Homo sapiens] 

3 receptor [Homo sapiens] 



3 = 69/202 (34%), Positives = 107/202 ( 

AMFIVAYALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVD 



NLITGWPFDNATCKMSGLVQGMSVSASVFTI.VAIAVERFRCIVHPFREKL- 



t G+SVS S +LVAIA+ER+ I P + 



Sbjct 115 NLMGTFIFGTVICKAVSYLMGVSVSVSTLSLVAIALERYSAICRPLQARVWQTRSHAARV 174 



IVATWLLSGLLMVPYPVYTVVQPVGPRVL QCVHRWPSARVRQTWSVLLL 



Query 246 APGPAPGGEEAADPRASRRRARWHMLVMVALFPTLSWLPLWALLLLIDYGQLSAPQLHL 305 

APGP G + + +R W ML+ + + + F L WLP+ + + + P H 

Sbjct 380 APGPGSGSRPTQAKLLAKKR- - WRMLLVIWLFFLCWLPVYS ANTWRAFDGPGAHR 434 

Query 306 VTVYA - FPFAHWLAFFNSSANP I I YGYFNENFRR 338 

A F H L++ ++ NP++Y + + FR+ 
Sbjct 435 ALSGAPISFIHLLSYASACVNPLVYCFMHRRFRQ 468 

>gb|EAW68734.1| □ cholecystokinin B receptor, isoform CRA_a [Homo sapiens] 
Length=516 

GENE ID: 887 CCKBR | cholecystokinin B receptor [Homo sapiens] 



Query 
Sbjct 



LITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCI VH 



- -QCVHRWPSARVRQTWSVLLL 



Score = 43.9 bits (102), Expect = 
Identities = 26/94 (27%) , Positive 

Query 24 6 APGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHL 

Sbjct 380 APGPGSGSRPTQAKLLAKKR- - 

Query 306 VTVYA - F 

Sbjct 4 

>gb j EAX052 61 .1 | G G protein-coupled receptor 103, isoform CRA_a [Homo sapiens] 
Length=258 

GENE ID: 84109 QRFPR I pyroglutamylated RFamide peptide receptor [Homo sapiens) 
(10 or fewer PubMed links) 

Score = 110 bits (274), Expect = le-23, Method: Compositional matrix adjust. 
Identities = 62/181 (34%), Positives = 101/181 (55%), Gaps = 8/181 (4%) 

Query 51 ALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWP 110 

Sbjct 53 VLIFALALFGNALVFYVVTRSKAMRTVTNIFICSLALSDLLITFFC1PVTMLQNISDNWL 112 

Query 111 FDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREK- -LTLRKALVTIAVIWAL 168 

Sbjct 113 GGAFICKMVPFVQSTAVVTEILTMTCIAVERHQGLVHPFKMKWQYTNRRAFTMLGWWLV 172 



HVQQLEIKYDFLYEKEH ICCLEEWTSPVHQKI YTTFILVILFLLP 226 



>ref |NP_795344.1| SEH3 cholecystokinin B r 

spjP3223 9.1|GASR_HUMAN E RecName : Full=Gastrin/cholecystokinin type B receptor; Short=CCK- 
receptor; Short=CCK-BR; AltName: Full=Cholecystokinin-2 

gbjAAA35660.il [3 cholecystokinin receptor 

gb|AAA35657.1| E cholecystokinin-B/gastrin receptor 
gb|AAC37528.1| gastrin receptor 

dbj |BAA02564.1| E cholecystokinin receptor [Homo sapiens] 
gb[AAH00740.1[ G3 Cholecystokinin B receptor [Homo sapiens] 

dbj|BAA04759.2| B cholecystokinin-B receptor/gastrin receptor [Homo sapiens] 
gb j AAP35435 .1 | B cholecystokinin B receptor [Homo sapiens] 
gbjAAP843 64.il B cholecystokinin B receptor [Homo sapiens] 
Length=447 



GENE ID: 887 CCKBR | cholecystokinin B receptor [Homo sapiens] 




Sbjct 55 AIRITLYAVIFLMSVGGNMLIIWLGLSRRLRTVTNAFLLSLAVSDLLLAVACMPFTLLP 114 

Query 104 NLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKL- -TLRKALVT 161 

Sbjct 115 NLMGTFIFGTVICKAVSYLMGVSVSVSTLSLVAIALERYSAICRPLQARVWQTRSHAARV 174 

Query 162 IAVIWALALLIMCPSAVTLTVTREEHHFMVDARNRSYPLYSCWEAWPEKGMRRVYTTVLF 221 

Sbjct 175 I VATWLLSGLLMV P Y PV YT VVQ PVG PRVL QCVHRWPSARVRQTWSVLLL 223 

Query 222 SHI YLAPLALI WMYARIARKL 243 



Query 246 APGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHL 305 
Sbjct 311 APGPGSGSRPTQAKLLAKKR- - WRMLLVIWLFFLCWLPVYS ANTWRAFDGPGAHR 365 

Sbjct 366 ALSGAPISFIHLLSYASACVNPLVYCFMHRRFRQ 399 




Score = 109 bits (273), Expect = le-23, Method: Compositional matrix adjust. 
Identities = 69/202 (34%), Positives = 107/202 (52%), Gaps = 13/202 (6%) 

Query 44 AMFIVAYALIFLLCMVGNTLVCFIVLKNRHMHTVTNMFILNLAVSDLLVGIFCMPTTLVD 103 

Sbjct 55 AIRITLYAVIFLMSVGGNMLIIWLGLSRRLRTVTNAFLLSLAVSDLLLAVACMPFTLLP 114 

Query 104 NLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKL- -TLRKALVT 161 

NL+ + F CK + G+SVS S +LVAIA+ER+ I P + ++ T A 

Sbjct 115 NLMGTFIFGTVICKAVSYLMGVSVSVSTLSLVAIALERYSAICRPLQARVWQTRSHAARV 174 

Sbjct 175 IVATWLLSGLLMVPYPVYTVVQPVGPRVL QCVHRWPSARVRQTWSVLLL 223 

Query 222 SHI YLAPLALI WMYARIARKL 243 



Query 246 APGPAPGGEEAADPRASRRRARWHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHL 305 

Sbjct 311 APGPGSGSRPTQAKLLAKKR- -WRMLLVIWLFFLCWLPVYS- --ANTWRAFDGPGAHR 365 

Query 306 VTVYA-FPFAHWLAFFNSSANPIIYGYFNENFRR 338 

Sbjct 366 ALSGAPISFIHLLSYASACVNPLVYCFMHRRFRQ 399 



UtName: Full=SSlR; 



gb|AAH35618.l| E Somatostatin receptor 1 [Homo sapiens] 

gb|AAP84349.1| E somatostatin receptor 1 [Homo sapiens] 

gb|EAW65836.1| B somatostatin receptor 1 [Homo sapiens] 
Length=391 



■lethod: Compositional matrix adjut 
/330 (48%), Gaps = 44/330 (13%)' 



Sbjct 46 SQNGTLSEG QGSAILI 

Query 76 TVTNMFILNLAVSDLLVGIFCMPTTLVDNLITGWPFDNATCKMSGLVQGMSVSASVFTLV 

Sbjct 91 TATNI YI LNLAI ADELL - M 

Query 13 6 

Sbjct 150 VLSVDRYVAWHPIKAARYRRPTVAKWNLGVWVLSLLVILPIVV FSRTA 

Query 194 RNRSYPLYSCWEAWPEKGMRRVYTTVLFSHI - - YLAPLALI WMYAR I ARKLCQAPGPAP 



AN-SDGTVACNMLMPEPAQRWLVGFVLYTFLMGFLLPVGAICLCYVLIIAKMRMV 

GGEEAADPRASRRRARVVHMLVMVALFFTLSWLPLWALLLLIDYGQLSAPQLHLVTVYAF 
-ALKAGWQQRKRSERKITLMVMMWMVFVICWMPFYWQLVNVFAEQDDATVSQLSVI- - 
PFAHWLAFFNSSANPIIYGYFNENFRRGFQ 341 
LGYANSCANPILYGFLSDNFKRSFQ 335 



Dver lo'pubMed C linki; 



ecystokinin B receptor, isoform CRA_b [Homo sapiens] 
holecystokinin B receptor [Homo sapiens] 



NLITGWPFDNATCKMSGLVQGMSVSASVFTLVAIAVERFRCIVHPFREKL-- 
NLMGTFIFGTIICKAVSYLMGVSVSVSTLSLVAIALERYSA1CRPLQARVWQTRSHAARV 



IVATWLLSGLLMVPYPVYTVVQPVGPRVL QCVHRWPSARVRQTWSVLLL 223 



LLLFFI PGWMAVAYGL1 SREL 
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